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NOVEL NUCLEIC ACIDS AND POLYPEPTIDES 

1. CROSS REFERENCE TO RELATED APPLICATIONS 

This application claims the priority benefit of U.S. Provisional Application Serial No. 

5 60/416,186 filed October 2, 2002 entitled "Novel Nucleic Acids and Polypeptides" , which 
contains material previously disclosed in the following applications: U.S. Application Serial 
No. 10/084,643 filed February 26, 2002 entitled 'Novel Nucleic Acids and Polypeptides", 
Attorney Docket No. 21272-502; PCT Application Serial No. PCT/US00/35017 filed 
December 22, 2000 entitled "Novel Contigs Obtained from Various Libraries", Attorney 

10 Docket No. 784CIP3A/PCT; PCT Application Serial No. PCT/US0 1/02623 filed January 25, 
200 1 entitled "Novel Contigs Obtained from Various Libraries", Attorney Docket No. 
785CIP3/PCT; PCT Application Serial No. PCT/US0 1/03 800 filed February 5, 2001 entitled 
"Novel Contigs Obtained from Various Libraries", Attorney Docket No. 787CIP3/PCT; PCT 
Application Serial No. PCT/US0 1/04927 filed February 26, 2001 entitled "Novel Contigs 

15 Obtained from Various Libraries", Attorney Docket No. 788CDP3/PCT; PCT Application 
Serial No. PCT/US0 1/04941 filed March 5, 2001 entitled "Novel Contigs Obtained from 
Various Libraries", Attorney Docket No. 789CIP3/PCT; PCT Application Serial No. 
PCT/US01/08631 filed March 30, 2001 entitled "Novel Contigs Obtained from Various 
Libraries", Attorney Docket No. 790CIP3/PCT; PCT Application Serial No. 

20 PCT/US01/08656 filed April 18, 2001 entitled "Novel Contigs Obtained from Various 
Libraries", Attorney Docket No. 791CIP3/PCT; all of which are incorporated herein by 
reference in their entirety. 

2. BACKGROUND OF THE INVENTION 

25 

2.1 TECHNICAL FIELD 

The present invention provides novel polynucleotides and proteins encoded by such 
polynucleotides, along with uses for these polynucleotides and proteins, for example in 
therapeutic, diagnostic and research methods. 

30 

2.2 BACKGROUND 

Technology aimed at the discovery of protein factors (including e.g., cytokines, such 
as lymphokines, interferons, circulating soluble factors, chemokines, and interleukins) has 
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matured rapidly over the past decade. The now routine hybridization cloning and expression 
cloning techniques clone novel polynucleotides "directly" in the sense that they rely on 
information directly related to the discovered protein (i.e., partial DNA/amino acid sequence 
of the protein in the case of hybridization cloning; activity of the protein in the case of 

5 expression cloning). MoTe recent "indirect" cloning techniques such as signal sequence 
cloning, which isolates DNA sequences based on the presence of a now well-recognized 
secretory leader sequence motif, as well as various PCR-based or low stringency 
hybridization-based cloning techniques, have advanced the state of the art by making 
available large numbers of DNA/amino acid sequences for proteins that are known to have 

1 0 biological activity, for example, by virtue of their secreted nature in the case of leader 
sequence cloning, by virtue of their cell or tissue source in the case of PCR-based 
techniques, or by virtue of structural similarity to other genes of known biological activity. 

Identified polynucleotide and polypeptide sequences have numerous applications in, 
for example, diagnostics, forensics, gene mapping; identification of mutations responsible 

1 5 for genetic disorders or other traits, to assess biodiversity, and to produce many other types 
of data and products dependent on DNA and amino acid sequences. 

3. SUMMARY OF THE INVENTION 

The compositions of the present invention include novel isolated polypeptides, novel 
20 isolated polynucleotides encoding such polypeptides, including recombinant DNA molecules, 
cloned genes or degenerate variants thereof especially naturally occurring variants such as 
allelic variants, antisense polynucleotide molecules, and antibodies that specifically recognize 
one or more epitopes present on such polypeptides, as well as hybridomas producing such 
antibodies. 

25 The compositions of the present invention additionally include vectors, including 

expression vectors, containing the polynucleotides of the invention, cells genetically engineered 
to contain such polynucleotides and cells genetically engineered to express such 
polynucleotides. 

The present invention relates to a collection or library of at least one novel nucleic acid 
30 sequence assembled from expressed sequence tags (ESTs) isolated mainly by sequencing by 
hybridization (SBH), and in some cases, sequences obtained from one or more public 
databases. The invention relates also to the proteins encoded by such polynucleotides, along 
with therapeutic, diagnostic and research utilities for these polynucleotides and proteins. These 



WO 2004/080148 



PCT/US2003/030720 



3 

nucleic acid sequences are designated as SEQ ID NO: 1-684, or 1369-1966 and are provided in 
the Sequence Listing. In the nucleic acids provided in the Sequence listing, A is adenine; C is 
cytosine; G is guanine; T is thymine; and N is any ofthe four bases or unknown. In the amino 
acids provided in the Sequence Listing, an asterisk (*) corresponds to the stop codon. 

5 The nucleic acid sequences of the present invention also include, nucleic acid sequences 

that hybridize to the complement of SEQ ID NO: 1-684, or 1369-1966 under stringent 
hybridization conditions; nucleic acid sequences which are allelic variants or species 
homologues of any of the nucleic acid sequences recited above, or nucleic acid sequences that 
encode a peptide comprising a specific domain or truncation of the peptides encoded by SEQ 

10 ID NO: 1-684, or 1369-1966. A polynucleotide comprising a nucleotide sequence having at 
least 90% identity to an identifying sequence of SEQ ID NO: 1-684, or 1369-1966 or a 
degenerate variant or fragment thereof. The identifying sequence can be 100 base pairs in 
length. 

The nucleic acid sequences of the present invention also include the sequence 

15 information from the nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966. The 

sequence information can be a segment of any one of SEQ ID NO: 1-684, or 1369-1966 that 
uniquely identifies or represents the sequence information of SEQ ID NO: 1-684, or 1369-1966. 

A collection as used in this application can be a collection of only one polynucleotide. 
The collection of sequence information or identifying information of each sequence can be 

20 provided on a nucleic acid array. In one embodiment, segments of sequence information are 
provided on a nucleic acid array to detect the polynucleotide that contains the segment. The 
array can be designed to detect full-match or mismatch to the polynucleotide that contains the 
segment The collection can also be provided in a computer-readable format. 

This invention also includes the reverse or direct complement of any of the nucleic acid 

25 sequences recited above; cloning or expression vectors containing the nucleic acid sequences; 
and host cells or organisms transformed with these expression vectors. Nucleic acid sequences 
(or their reverse or direct complements) according to the invention have numerous applications 
in a variety of techniques known to those skilled in the art of molecular biology, such as use as 
hybridization probes, use as primers for PGR, use in an array, use in computer-readable media, 

30 use in sequencing full-length genes, use for chromosome and gene mapping, use in the 

recombinant production of protein, and use in the generation of anti-sense DNA or RNA, their 
chemical analogs and the like. 
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In a preferred embodiment, the nucleic acid sequences of SEQ ID NO: 1-684, or 1369- 
1966 or novel segments or parts of the nucleic acids of the invention are used as primers in 
expression assays that are well known in the art In a particularly preferred embodiment, the 
nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966 or novel segments or parts of the 
5 nucleic acids provided herein are used in diagnostics for identifying expressed genes or, as well 
known in the art and exemplified by Vollrath et aL, Science 258:52-59 (1992), as expressed 
sequence tags for physical mapping of the human genome. 

The isolated polynucleotides of the invention include, but are not limited to, a 
polynucleotide comprising any one of the nucleotide sequences set forth in SEQ ID NO: 1-684, 
10 or 1369-1966; a polynucleotide comprising any of the fall length protein coding sequences of 
SEQ ID NO: 1-684, or 1369-1966; and a polynucleotide comprising any of the nucleotide 
sequences of the mature protein coding sequences of SEQ ID NO: 1-684, or 1369-1966. The 
polynucleotides of the present invention also include, but are not limited to, a polynucleotide 
that hybridizes under stringent hybridization conditions to (a) the complement of any one of the 
1 5 nucleotide sequences set forth in SEQ ID NO: 1-684, or 1369-1966; (b) a nucleotide sequence 
encoding any one of the amino acid sequences set forth in SEQ ID NO: 1-684, or 1369-1966; 
(c) a polynucleotide which is an allelic variant of any polynucleotides recited above; (d) a 
polynucleotide which encodes a species homologue (e.g. orthologs) of any of the proteins 
recited above; or (e) a polynucleotide that encodes a polypeptide comprising a specific domain 
20 or truncation of any of the polypeptides comprising an amino acid sequence set forth in SEQ ID 
NO: 685-1368, or 1967-2564, or Tables 3A, 3B, 5, 7, or 8. 

The isolated polypeptides of the invention include, but are not limited to, a polypeptide 
comprising any of the amino acid sequences set forth in the Sequence Listing; or the 
corresponding fall length or mature protein. Polypeptides of the invention also include 
25 polypeptides with biological activity that are encoded by (a) any of the polynucleotides having 
a nucleotide sequence set forth in SEQ ID NO: 1-684, or 1369-1966; or (b) polynucleotides that 
hybridize to the complement of the polynucleotides of (a) under stringent hybridization 
conditions. Biologically active variants of any of the polypeptide sequences in the Sequence 
Listing, and "substantial equivalents" thereof (e.g., with at least about 65%, 70%, 75%, 80%, 
30 85%, 90%, 95%, 98% or 99% amino acid sequence identity) that preferably retain biological 
activity are also contemplated. The polypeptides of the invention may be wholly or partially 
chemically synthesized but are preferably produced by recombinant means using the genetically 
engineered cells (e.g. host cells) of the invention. 
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The invention also provides compositions comprising a polypeptide of the invention. 
Polypeptide compositions of the invention may further comprise an acceptable carrier, such 
as a hydrophilic, e.g., pharmaceutically acceptable, carrier. 

The invention also provides host cells transformed or transfected with a 
5 polynucleotide of the invention. 

The invention also relates to methods for producing a polypeptide of the invention 
comprising growing a culture of the host cells of the invention in a suitable culture medium 
under conditions permitting expression of the desired polypeptide, and purifying the 
polypeptide from the culture or from the host cells. Preferred embodiments include those in 
10 which the protein produced by such processes is a mature form of the protein. 

Polynucleotides according to the invention have numerous applications in a variety 
of techniques known to tliose skilled in the art of molecular biology. These techniques 
include use as hybridization probes, use as oligomers, or primers, for PCR, use for 
chromosome and gene mapping, use in the recombinant production of protein, and use in 
1 5 generation of anti-sense DNA or RNA, their chemical analogs and the like. For example, 
when the expression of an mRNA is largely restricted to a particular cell or tissue type, 
polynucleotides of the invention can be used as hybridization probes to detect the presence 
of the particular cell or tissue mRNA in a sample using, e.g. t in situ hybridization. 

In other exemplary embodiments, the polynucleotides are used in diagnostics as 
20 expressed sequence tags for identifying expressed genes or, as well known in the art and 
exemplified by Vollrath et al., Science 258:52-59 (1992), as expressed sequence tags for 
physical mapping of the human genome. 

The polypeptides according to the invention can be used in a variety of conventional 
procedures and methods that are currently applied to other proteins. For example, a 
25 polypeptide of the invention can be used to generate an antibody that specifically binds the 
polypeptide. Such antibodies, particularly monoclonal antibodies, are useful for detecting or 
quantitating the polypeptide in tissue. The polypeptides of the invention can also be used as 
molecular weight markers, and as a food supplement. 

Methods are also provided for preventing, treating, or ameliorating a medical 
30 condition which comprises the step of administering to a mammalian subject a 

therapeutically effective amount of a composition comprising a polypeptide of the present 
invention and a pharmaceutically acceptable carrier. 



WO 2004/080148 



PCT/US2003/030720 



6 

In particular, the polypeptides and polynucleotides of the invention can be utilized, 
for example, in methods for the prevention and/or treatment of disorders involving aberrant 
protein expression or biological activity. 

The present invention further relates to methods for detecting the presence of the 
5 polynucleotides or polypeptides of the invention in a sample. Such methods can, for 
example, be utilized as part of prognostic and diagnostic evaluation of disorders as recited 
herein and for the identification of subjects exhibiting a predisposition to such conditions. 
The invention provides a method for detecting the polynucleotides of the invention in a 
sample, comprising contacting the sample with a compound that binds to and forms a 
1 0 complex with the polynucleotide of interest for a period sufficient to form the complex and 
under conditions sufficient to form a complex and detecting the complex such that if a 
complex is detected, the polynucleotide of interest is detected. The invention also provides a 
method for detecting the polypeptides of the invention in a sample comprising contacting the 
sample with a compound that binds to and forms a complex with the polypeptide under 
1 5 conditions and for a period sufficient to form the complex and detecting the formation of the 
complex such that if a complex is formed, the polypeptide is detected. 

The invention also provides kits comprising polynucleotide probes and/or 
monoclonal antibodies, and optionally quantitative standards, for carrying out methods of the 
invention. Furthermore, the invention provides methods for evaluating the efficacy of drugs, 
20 and monitoring the progress of patients, involved in clinical trials for the treatment of 
disorders as recited above. 

The invention also provides methods for the identification of compounds that 
modulate (i.e., increase or decrease) the expression or activity of the polynucleotides and/or 
polypeptides of the invention. Such methods can be utilized, for example, for the 
25 identification of compounds that can ameliorate symptoms of disorders as recited herein. 
Such methods can include, but are not limited to, assays for identifying compounds and 
other substances that interact with (e.g., bind to) the polypeptides of the invention. The 
invention provides a method for identifying a compound that binds to the polypeptides of the 
invention comprising contacting the compound with a polypeptide of the invention in a cell 
30 for a time sufficient to form a polypeptide/compound complex, wherein the complex drives 
expression of a reporter gene sequence in the cell; and detecting the complex by detecting 
the reporter gene sequence expression such that if expression of the reporter gene is detected 
the compound that binds to a polypeptide of the invention is identified. 
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The methods of the invention also provide methods for treatment which involve the 
administration of the polynucleotides or polypeptides of the invention to individuals 
exhibiting symptoms or tendencies. In addition, the invention encompasses methods for 
treating diseases or disorders as recited herein comprising administering compounds and 

5 other substances that modulate the overall activity of the target gene products. Compounds 
and other substances can affect such modulation either on the level of target gene/protein 
expression or target protein activity. 

The polypeptides of the present invention and the polynucleotides encoding them are 
also useful for the same functions known to one of skill in the art as the polypeptides and 

1 0 polynucleotides to which they have homology (set forth in Tables 2 A and 2B); for which 
they have a signature region (as set forth in Tables 3A and 3B); or for which they have 
homology to a gene family (as set forth in Tables 4A and 4B). If no homology is set forth 
for a sequence, then the polypeptides and polynucleotides of the present invention are useful 
for a variety of applications, as described herein, including use in arrays for detection. 

15 

4. DETAILED DESCRIPTION OF THE INVENTION 
4.1 DEFINITIONS 

It must be noted that as used herein and in the appended claims, the singular forms 
20 "a", "an" and "the" include plural references unless the context clearly dictates otherwise. 

The term "active" refers to those forms of the polypeptide which retain the biologic 
and/or immunologic activities of any naturally occurring polypeptide. According to the 
invention, the terms "biologically active" or "biological activity" refer to a protein or peptide 
having structural, regulatory or biochemical functions of a naturally occurring molecule. 
25 Likewise "immunologically active" or "immunological activity" refers to the capability of 
the natural, recombinant or synthetic polypeptide to induce a specific immune response in 
appropriate animals or cells and to bind with specific antibodies. 

The term "activated cells" as used in this application are those cells which are 
engaged in extracellular or intracellular membrane trafficking, including the export of 
30 secretory ot enzymatic molecules as part of a normal or disease process. 

The terms "complementary" or "complementarity" refer to the natural binding of 
polynucleotides by base pairing. For example, the sequence 5'-AGT-3' binds to the 
complementary sequence 3'-TCA-5\ Complementarity between two single-stranded 
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molecules may be '^partial" such that only certain portion(s) of the nucleic acids bind or it 
may be "complete" such that total complementarity exists between the single stranded 
molecules. The degree of complementarity between the nucleic acid strands has significant 
effects on the efficiency and strength of the hybridization between the nucleic acid strands. 

5 The term "embryonic stem cells (ES)" refers to a cell that can give rise to many 

differentiated cell types in an embryo or an adult, including the germ cells. The term "germ 
line stem cells (GSCs)" refers to stem cells derived from primordial stem cells that provide a 
steady and continuous source of germ cells for the production of gametes. The term 
"primordial germ cells (PGCs)" refers to a small population of cells set aside from other cell 

10 lineages particularly from the yolk sac, mesenteries, or gonadal ridges during embryogenesis 
that have the potential to differentiate into germ cells and other cells. PGCs are tjie source 
from which GSCs and ES cells are derived. The PGCs, the GSCs and the ES cells are 
capable of self-renewal. ■ Thus these cells not only populate the germ line and give rise to a 
plurality of terminally differentiated cells that comprise the adult specialized organs, but are 

1 5 able to regenerate themselves. 

The term "expression modulating fragment," EMF, means a series of nucleotides 
which modulates the expression of an operably linked ORF or another EMF. 

As used herein, a sequence is said to "modulate the expression of an operably linked 
sequence" when the expression of the sequence is altered by the presence of the EMF. 

20 EMFs include, but are not limited to, promoters, and promoter modulating sequences 
(inducible elements). One class of EMFs are nucleic acid fragments which induce the 
expression of an operably linked ORF in response to a specific regulatory factor or 
physiological event 

The terms "nucleotide sequence" or "nucleic acid" or "polynucleotide" or 

25 "oligonucleotide" are used interchangeably and refer to a heteropolymer of nucleotides or 
the sequence of these nucleotides. These phrases also refer to DNA or RNA of genomic or 
synthetic origin which may be single-stranded or double-stranded and may represent the 
sense or the antisense strand, to peptide nucleic acid (PNA) or to any DNA-like or RNA-like 
material. In the sequences herein A is adenine, C is cytosine, T is thymine, G is guanine and 

30 N is A, C, G, or T (U) or unknown. It is contemplated that where the polynucleotide is 
RNA, the T (thymine) in the sequences provided herein is substituted with U (uracil). 
Generally, nucleic acid segments provided by this invention may be assembled from 
fragments of the genome and short oligonucleotide linkers, or from a series of 
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oligonucleotides, or from individual nucleotides, to provide a synthetic nucleic acid which is 
capable of being expressed in a recombinant transcriptional unit comprising regulatory 
. elements derived from a microbial or viral operon, or a eukaryotic gene. 

The terms "oligonucleotide fragment" or a "polynucleotide fragment", "portion," or 
5 "segment" or "probe" or "primef ' are used interchangeably and refer to a sequence of 
nucleotide residues which are at least about 5 nucleotides, more preferably at least about 7 
nucleotides, more preferably at least about 9 nucleotides, more preferably at least about 1 1 
nucleotides and most preferably at least about 17 nucleotides. The fragment is preferably 
less than about 500 nucleotides, preferably less than about 200 nucleotides, more preferably 
10 less than about 100 nucleotides, more preferably less than about 50 nucleotides and most 
preferably less than 30 nucleotides. Preferably the probe is from about 6 nucleotides to t 
about 200 nucleotides, preferably from about 1 5 to about 50 nucleotides, more preferably 
from about 17 to 30 nucleotides and most preferably from about 20 to 25 nucleotides. 
Preferably the fragments can be used in polymerase chain reaction (PCR), various 
1 5 hybridization procedures or microarray procedures to identify or amplify identical or related 
parts ofmRNA or DNA molecules. A fragment or segment may uniquely identify each 
polynucleotide sequence of the present invention. Preferably the fragment comprises a 
sequence substantially similar to any one of SEQ ID NO: 1-684, or 1369-1966. 

Probes may, for example, be used to determine whether specific mRNA molecules 
20 are present in a cell or tissue or to isolate similar nucleic acid sequences from chromosomal 
DNA as described by Walsh et al. (Walsh, P.S. et al, 1992, PCR Methods Appl 1 :241-250). 
They may be labeled by nick translation, Klenow fill-in reaction, PCR, or other methods 
well known in the art. Probes of the present invention, their preparation and/or labeling are 
elaborated in Sambrook, J. et al., 1989, Molecular Cloning: A Laboratory Manual, Cold 
25 Spring Harbor Laboratory, NY; or Ausubel, F.M. et al., 1989, Current Protocols in 

Molecular Biology, John Wiley & Sons, New York NY, both of which are incorporated 
herein by reference in their entirety. 

The nucleic acid sequences of the present invention also include the sequence 
information from the nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966. The 
30 sequence information can be a segment of any one of SEQ ID NO: 1-684, or 1369-1966 that 
uniquely identifies or represents the sequence information of that sequence of SEQ ID NO: 
1-684, or 1369-1966, or those segments identified in Tables 3A, 3B, 5, 7, or 8. One such 
segment can be a twenty-mer nucleic acid sequence because the probability that a twenty- 
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mer is fully matched in the human genome is 1 in 300. In the human genome, there are three 
billion base pairs in one set of chromosomes. Because 4 20 possible twenty-mers exist, there 
are 300 times more twenty-mers than there are base pairs in a set of human chromosomes. 
Using the same analysis, the probability for a seventeen-mer to be fully matched in the 
5 human genome is approximately 1 in 5. When these segments are used in arrays for 

expression studies, fifteen-mer segments can be used. The probability that the fifteen-mer is 
fully matched in the expressed sequences is also approximately one in five because 
expressed sequences comprise less than approximately 5% of the entire genome sequence. 
Similarly, when using sequence information for detecting a single mismatch, a segment 
10 can be a twenty-five mer. The probability that the twenty-five mer would appear in a human 
genome with a single mismatch is calculated by multiplying the probability for a full match 
(l-^ 25 ) times the increased probability for mismatch at each nucleotide position (3 x 25). The 
probability that an eighteen mer with a single mismatch can be detected in an array for 
expression studies is approximately one in five. The probability that a twenty-mer with a single 
1 5 mismatch can be detected in a human genome is approximately one in five. 

The term "open reading frame," ORF, means a series of nucleotide triplets coding for 
amino acids without any termination codons and is a sequence translatable into protein. 

The terms "operably linked" or "operably associated" refer to functionally related 
nucleic acid sequences. For example, a promoter is operably associated or operably linked 
20 with a coding sequence if the promoter controls the transcription of the coding sequence. 
While operably linked nucleic acid sequences can be contiguous and in the same reading 
frame, certain genetic elements e.g. repressor genes are not contiguously linked to the coding 
sequence but still control transcription/translation of the coding sequence. 

The term "pluripotenf 1 refers to the capability of a cell to differentiate into a number 
25 of differentiated cell types that are present in an adult organism. A pluripotent cell is 
restricted in its differentiation capability in comparison to a totipotent cell. 

The terms "polypeptide" or "peptide" or "amino acid sequence" refer to an 
oligopeptide, peptide, polypeptide or protein sequence or fragment thereof and to naturally 
occurring or synthetic molecules. A polypeptide "fragment," "portion," or "segment" is a 
30 stretch of amino acid residues of at least about 5 amino acids, preferably at least about 7 

amino acids, more preferably at least about 9 amino acids and most preferably at least about 
17 or more amino acids. The peptide preferably is not greater than about 200 amino acids, 
more preferably less than 150 amino acids and most preferably less than 100 amino acids. 
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Preferably the peptide is ftom about 5 to about 200 amino acids. To be active, any 
polypeptide must have sufficient length to display biological and/or immunological activity. 

The term "naturally occurring polypeptide" refers to polypeptides produced by cells 
that have not been genetically engineered and specifically contemplates various polypeptides 
5 arising from post-translational modifications of the polypeptide including, but not limited to, 
acetylation, carboxyiation, glycosylation, phosphorylation, lipidation and acylation. 

The term 'translated protein coding portion" means a sequence which encodes for the 
full-length protein which may include any leader sequence or any processing sequence. 
The term "mature protein coding sequence" means a sequence which encodes a 
10 peptide or protein without a signal or leader sequence. The "mature protein portion" means 
that portion of the protein which does not include a signal or leader sequence. The peptide 
may have been produced by processing in the cell which removes any leader/signal 
sequence. The mature protein portion may or may not include the initial methionine residue. 
The methionine residue may be removed from the protein during processing in the cell. The 
1 5 peptide may be produced synthetically or the protein may have been produced using a 
polynucleotide only encoding for the mature protein coding sequence. 

The term "derivative" refers to polypeptides chemically modified by such techniques 
as ubiquitination, labeling (e.g., with radionuclides or various enzymes), covalent polymer 
attachment such as pegylation (derivatization with polyethylene glycol) and insertion or 
20 substitution by chemical synthesis of amino acids such as ornithine, which do not normally 
occur in human proteins. 

The term "variant"(or "analog") refers to any polypeptide differing from naturally 
occurring polypeptides by amino acid insertions, deletions, and substitutions, created using, 
e g., recombinant DNA techniques. Guidance in determining which amino acid residues 
25 may be replaced, added or deleted without abolishing activities of interest, may be found by 
comparing the sequence of the particular polypeptide with that of homologous peptides and 
minimizing the number of amino acid sequence changes made in regions of high homology 
(conserved regions) or by replacing amino acids with consensus sequence. 

Alternatively, recombinant variants encoding these same or similar polypeptides may 
30 be synthesized or selected by making use of the "redundancy" in the genetic code. Various 
codon substitutions, such as the silent changes which produce various restriction sites, may 
be introduced to optimize cloning into a plasmid or viral vector or expression in a particular 
prokaryotic or eukaryotic system. Mutations in the polynucleotide sequence may be 
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reflected in the polypeptide or domains of other peptides added to the polypeptide to modify 
the properties of any part of the polypeptide, to change characteristics such as ligand-binding 
affinities, interchain affinities, or degradation/turnover rate. 

Preferably, amino acid "substitutions" are the result of replacing one amino acid with 

5 another amino acid having similar structural and/or chemical properties, z.e., conservative 
amino acid replacements. "Conservative" amino acid substitutions may be made on the 
basis of similarity in polarity, charge, solubility, hydrophobicity, hydrophilicity, and/or the 
amphipathic nature of the residues involved. For example, nonpolar (hydrophobic) amino 
acids include alanine, leucine, isoleucine, valine, proline, phenylalanine, tryptophan, and 

10 methionine; polar neutral amino acids include glycine, serine, threonine, cysteine, tyrosine, 
asparagine, and glutamine; positively charged (basic) amino acids include arginine, lysine, 
and histidine; and negatively charged (acidic) amino acids include aspartic acid and glutamic 
acid. "Insertions" or "deletions" are preferably in the range of about 1 to 20 amino acids, 
more preferably 1 to 10 amino acids. The variation allowed may be experimentally 

1 5 determined by systematically making insertions, deletions, or substitutions of amino acids in 
a polypeptide molecule using recombinant DNA techniques and assaying the resulting 
recombinant variants for activity. 

Alternatively, where alteration of function is desired, insertions, deletions or 
non-conservative alterations can be engineered to produce altered polypeptides. Such 

20 alterations can, for example, alter one or more of the biological functions or biochemical 
characteristics of the polypeptides of the invention. For example, such alterations may 
change polypeptide characteristics such as ligand-binding affinities, interchain affinities, or 
degradation/turnover rate. Further, such alterations can be selected so as to generate 
polypeptides that are better suited for expression, scale up and the like in the host cells 

25 chosen for expression. For example, cysteine residues can be deleted or substituted with 
another amino acid residue in order to eliminate disulfide bridges. 

The terms "purified" or "substantially purified" as used herein denotes that the 
indicated nucleic acid or polypeptide is present in the substantial absence of other biological 
macromolecules, e.g., polynucleotides, proteins, and the like. In one embodiment, the 

30 polynucleotide or polypeptide is purified such that it constitutes at least 95% by weight, 
more preferably at least 99% by weight, of the indicated biological macromolecules present 
(but water, buffers, and other small molecules, especially molecules having a molecular 
weight of less than 1000 daltons, can be present). 
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The term "isolated" as used herein refers to a nucleic acid or polypeptide separated 
from at least one other component (e.g., nucleic acid or polypeptide) present with the nucleic 
acid or polypeptide in its natural source. In one embodiment, the nucleic acid or polypeptide 
is found in the presence of (if anything) only a solvent, buffer, ion, or other component 
5 normally present in a solution of the same. The terms "isolated" and "purified" do not 
encompass nucleic acids or polypeptides present in their natural source. 

The term "recombinant," when used herein to refer to a polypeptide or protein, means 
that a polypeptide or protein is derived from recombinant (e.g., microbial, insect, or 
mammalian) expression systems. "Microbial" refers to recombinant polypeptides or proteins 
10 made in bacterial or fungal (e.g., yeast) expression systems. As a product, "recombinant 
microbial" defines a polypeptide or protein essentially free of native endogenous substances 
and unaccompanied by associated native glycosylation. Polypeptides or proteins expressed 
in most bacterial cultures, e.g., E. coli, will be free of glycosylation modifications; 
polypeptides or proteins expressed in yeast will have a glycosylation pattern in general 
1 5 different from those expressed in mammalian cells. 

The term "recombinant expression vehicle or vector" refers to a plasmid or phage or 
virus or vector, for expressing a polypeptide from a DNA (RNA) sequence. An expression 
vehicle can comprise a transcriptional unit comprising an assembly of (1) a genetic element 
or elements having a regulatory role in gene expression, for example, promoters or 
20 enhancers, (2) a structural or coding sequence which is transcribed into mKNA and 

translated into protein, and (3) appropriate transcription initiation and termination sequences. 
Structural units intended for use in yeast or eukaryotic expression systems preferably include 
a leader sequence enabling extracellular secretion of translated protein by a host cell. 
Alternatively, where recombinant protein is expressed without a leader or transport 
25 sequence, it may include an amino terminal methionine residue. This residue may or may 
not be subsequently cleaved from the expressed recombinant protein to provide a final 
product 

The term "recombinant expression system" means host cells which have stably 
integrated a recombinant transcriptional unit into chromosomal DNA or carry the 
30 recombinant transcriptional unit extrachromosomally. Recombinant expression systems as 
defined herein will express heterologous polypeptides or proteins upon induction of the 
regulatory elements linked to the DNA segment or synthetic gene to be expressed. This term 
also means host cells which have stably integrated a recombinant genetic element or 
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elements having a regulatory role in gene expression, for example, promoters or enhancers. 
Recombinant expression systems as defined herein will express polypeptides or proteins 
endogenous to the cell upon induction of the regulatory elements linked to the endogenous 
DNA segment or gene to be expressed. The cells can be prokaryotic or eukaryotic. 

5 The term "secreted" includes a protein that is transported across or through a 

membrane, including transport as a result of signal sequences in its amino acid sequence 
when it is expressed in a suitable host cell. "Secreted" proteins include without limitation 
proteins secreted wholly (eg., soluble proteins) or partially (e.g. , receptors) from the cell in 
which they are expressed. "Secreted" proteins also include without limitation proteins that 

10 are transported across the membrane of the endoplasmic reticulum. "Secreted" proteins are 
also intended to include proteins containing non-typical signal sequences (e.g. Interleukin-1 
Beta, see Krasney, P.A. and Young, P.R. (1992) Cytokine 4(2): 134 -143) and factors 
released from damaged cells (e.g. Interleukin-l Receptor Antagonist, see Arend, W.P. et. al. 
(1998) Annu. Rev. Immunol. 16:27-55) 

15 Where desired, an expression vector may be designed to contain a "signal or leader 

sequence" which will direct the polypeptide through the membrane of a cell. Such a 
sequence may be naturally present on the polypeptides of the present invention or provided 
from heterologous protein sources by recombinant DNA techniques. 

The term "stringent" is used to refer to conditions that are commonly understood in 

20 the art as stringent. Stringent conditions can include highly stringent conditions (i.e., 

hybridization to filter-bound DNA in 0.5 M NaHP0 4 , 7% sodium dodecyl sulfate (SDS), 1 
raM EDTA at 65°C, and washing in 0.1X SSC/0.1% SDS at 68°C), and moderately stringent 
conditions (i.e., washing in 0.2X SSC/0.1% SDS at 42°C). Other exemplary hybridization 
conditions are described herein in the examples. 

25 In instances of hybridization of deoxyoligonucleotides, additional exemplary- 

stringent hybridization conditions include washing in 6X SSC/0.05% sodium pyrophosphate 
at 37°C (for 14-base oligonucleotides), 48°C (for 17-base oligonucleotides), 55°C (for 20- 
base oligonucleotides), and 60°C (for 23-base oligonucleotides). 

As used herein, "substantially equivalent" or "substantially similar'* can refer both to 

30 nucleotide and amino acid sequences, for example a mutant sequence, that varies from a 
reference sequence by one or more substitutions, deletions, or additions, the net effect of 
which does not result in an adverse functional dissimilarity between the reference and 
subject sequences. Typically, such a substantially equivalent sequence varies from one of 
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those listed herein by no more than about 35% (i.e„ the number of individual residue 
substitutions, additions, and/or deletions in a substantially equivalent sequence, as compared 
to the corresponding reference sequence, divided by the total number of residues in the 
substantially equivalent sequence is about 0.35 or less). Such a sequence is said to have 

5 65% sequence identity to the listed sequence. In one embodiment, a substantially 

equivalent, eg., mutant, sequence of the invention varies from a listed sequence by no more 
than 30% (70% sequence identity); in a variation of this embodiment, by no more than 25% 
(75% sequence identity); and in a further variation of this embodiment, by no more than 
20% (80% sequence identity) and in a further variation of this embodiment, by no more than 

10 10% (90% sequence identity) and in a further variation of this embodiment, by no more that 
5% (95% sequence identity). Substantially equivalent, eg., mutant, amino acid sequences 
according to the invention preferably have at least 80% sequence identity with a listed amino 
acid sequence, more preferably at least 85% sequence identity, more preferably at least 90% 
sequence identity, more preferably at least 95% sequence identity, more preferably at least 

1 5 98% sequence identity, and most preferably at least 99% sequence identity. Substantially 
equivalent nucleotide sequence of the invention can have lower percent sequence identities, 
taking into account, for example, the redundancy or degeneracy of the genetic code. 
Preferably, the nucleotide sequence has at least about 65% identity, more preferably at least 
about 75% identity, more preferably at least about 80% sequence identity, more preferably at 

20 least 85% sequence identity, more preferably at least 90% sequence identity, more preferably 
at least about 95% sequence identity, more preferably at least 98% sequence identity, and 
most preferably at least 99% sequence identity. For the purposes of the present invention, 
sequences having substantially equivalent biological activity and substantially equivalent 
expression characteristics are considered substantially equivalent. For the purposes of 

25 determining equivalence, truncation of the mature sequence (e.g. , via a mutation which 
creates a new stop codon) should be disregarded. Sequence identity may be determined, 
e.g., using the Jotun Hein method (Hein, J. (1990) Methods Enzymol. 183:626-645). 
Identity between sequences can also be determined by other methods known in the art, e.g. 
by varying hybridization conditions. 

30 The term "totipotent" refers to the capability of a cell to differentiate into all of the 

cell types of an adult organism. 

The term "transformation" means introducing DNA into a suitable host cell so that 
the DNA is replicable, either as an extrachromosomal element, or by chromosomal 
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integration. The term "transfection" refers to the taking up of an expression vector by a 
suitable host cell, whether or not any coding sequences are in fact expressed. The term 
"infection" refers to the introduction of nucleic acids into a suitable host cell by use of a 
virus or viral vector. 

5 As used herein, an "uptake modulating fragment," UMF, means a series of 

nucleotides which mediate the uptake of a linked DNA fragment into a cell. UMFs can be 
readily identified using known UMFs as a target sequence or target motif with the 
computer-based systems described below. The presence and activity of a UMF can be 
confirmed by attaching the suspected UMF to a marker sequence. The resulting nucleic acid 

10 molecule is then incubated with an appropriate host under appropriate conditions and the 
uptake of the marker sequence is determined. As described above, a UMF will increase the 
frequency of uptake of a linked marker sequence. 

Each of the above terms is meant to encompass all that is described for each, unless 
the context dictates otherwise. 

15 

4.2 NUCLEIC ACIDS OF THE INVENTION 

Nucleotide sequences of the invention are set forth in the Sequence Listing. 
The isolated polynucleotides of the invention include a polynucleotide comprising 
the nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966; a polynucleotide encoding 

20 any one of the peptide sequences of SEQ ID NO: 1-684, or 1369-1966; and a polynucleotide 
comprising the nucleotide sequence encoding the mature protein coding sequence of the 
polynucleotides of any one of SEQ ID NO: 1-684, or 1369-1966. The polynucleotides of the 
present invention also include, but are not limited to, a polynucleotide that hybridizes under 
stringent conditions to (a) the complement of any of the nucleotides sequences of SEQ ID 

25 NO: 1-684, or 1369-1966; (b) nucleotide sequences encoding any one of the amino acid 
sequences set forth in the Sequence Listing, or Table 7; (c) a polynucleotide which is an 
allelic variant of any polynucleotide recited above; (d) a polynucleotide which encodes a 
species homologue of any of the proteins recited above; or (e) a polynucleotide that encodes 
a polypeptide comprising a specific domain or truncation of the polypeptides of SEQ ED NO: 

30 685-1368, or 1967-2564 (for example, as set forth in Tables 3A, 3B, 5, 7, or 8). Domains of 
interest may depend on the nature of the encoded polypeptide; e.g., domains in receptor-like 
polypeptides include ligand-binding, extracellular, transmembrane, or cytoplasmic domains, 
or combinations thereof; domains in immunoglobulin-like proteins include the variable 
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immunoglobulin-like domains; domains in enzyme-like polypeptides include catalytic and 
substrate binding domains; and domains in ligand polypeptides include receptor-binding 
domains. 

The polynucleotides of the invention include naturally occurring or wholly or 

5 partially synthetic DNA, e.g., cDNA and genomic DNA, and RNA, e.g., mRNA. The 

polynucleotides may include entire coding region of the cDNA or may represent a portion of 
the coding region of the cDNA. 

The present invention also provides genes corresponding to the cDNA sequences 
disclosed herein. The corresponding genes can be isolated in accordance with known methods 

1 0 using the sequence information disclosed herein. Such methods include the preparation of 
probes or primers from the disclosed sequence information for identification and/or 
amplification of genes in appropriate genomic libraries or other sources of genomic materials. 
Further 5 1 and 3' sequence can be obtained using methods known in the art. For example, full 
length cDNA or genomic DNA that corresponds to any of the polynucleotides of SEQ ID NO: 

1 5 1-684, or 1369-1966 can be obtained by screening appropriate cDNA or genomic DNA 
libraries under suitable hybridization conditions using any of the polynucleotides of SEQ ID 
NO: 1-684, or 1369-1966 or a portion thereof as a probe. Alternatively, the polynucleotides of 
SEQ ID NO: 1-684, or 1369-1966 may be used as the basis for suitable primer(s) that allow 
identification and/or amplification of genes in appropriate genomic DNA or cDNA libraries. 

20 The nucleic acid sequences of the invention can be assembled from ESTs and sequences 

(including cDNA and genomic sequences) obtained from one or more public databases, such as 
dbEST, gbpri, and UniGene. The EST sequences can provide identifying sequence 
information, representative fragment or segment information, or novel segment information for 
the full-length gene. 

25 The polynucleotides of the invention also provide polynucleotides including 

nucleotide sequences that are substantially equivalent to the polynucleotides recited above. 
Polynucleotides according to the invention can have, e.g., at least about 65%, at least about 
70%, at least about 75%, at least about 80%, 81%, 82%, 83%, 84%, more typically at least 
about 85%, 86%, 87%, 88%, 89%, more typically at least about 90%, 91%, 92%, 93%, 94%, 

30 and even more typically at least about 95%, 96%, 97%, 98%, 99% sequence identity to a 
polynucleotide recited above. 

Included within the scope of the nucleic acid sequences of the invention are nucleic 
acid sequence fragments that hybridize under stringent conditions to any of the nucleotide 
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sequences of SEQ ID NO: 1-684, or 1369-1966, or complements thereof, which fragment is 
greater than about 5 nucleotides, preferably 7 nucleotides, more preferably greater than 9 
nucleotides and most preferably greater than 17 nucleotides. Fragments of, e.g. 15, 17, or 20 
nucleotides or more that are selective for (i.e. specifically hybridize to) any one of the 

5 polynucleotides of the invention are contemplated. Probes capable of specifically 

hybridizing to a polynucleotide can differentiate polynucleotide sequences of the invention 
from other polynucleotide sequences in the same family of genes or can differentiate human 
genes from genes of other species, and are preferably based on unique nucleotide sequences. 
The sequences falling within the scope of the present invention are not limited to these 

10 specific sequences, but also include allelic and species variations thereof. Allelic and species 
variations can be routinely determined by comparing the sequence provided in SEQ ID NO: 1- 
684, or 1369-1966, a representative fragment thereof, or a nucleotide sequence at least 90% 
identical, preferably 95% identical, to SEQ ID NO: 1-684, or 1369-1966 with a sequence from 
another isolate of the same species. Furthermore, to accommodate codon variability, the 

1 5 invention includes nucleic acid molecules coding for the same amino acid sequences as do the 
specific ORFs disclosed herein. In other words, in the coding region of an ORF, substitution of 
one codon for another codon that encodes the same amino acid is expressly contemplated. 

The nearest neighbor or homology results for the nucleic acids of the present invention, 
including SEQ ID NO: 1-684, or 1369-1966 can be obtained by searching a database using an 

20 algorithm or a program. Preferably, a BLAST (Basic Local Alignment Search Tool) program is 
used to search for local sequence alignments (Altshul, S.F. J Mol. Evol. 36 290-300 (1993) and 
Altschul S.F. et al. J. Mol. Biol. 21 :403-410 (1990)). Alternatively a FASTA version 3 search 
against Genpept, using FASTXY algorithm may be performed. 

Species homologs (or orthologs) of the disclosed polynucleotides and proteins are 

25 also provided by the present invention. Species homologs may be isolated and identified by 
making suitable probes or primers from the sequences provided herein and screening a 
suitable nucleic acid source from the desired species. 

The invention also encompasses allelic variants of the disclosed polynucleotides or 
proteins; that is, naturally-occurring alternative forms of the isolated polynucleotide which 

30 also encode proteins which are identical, homologous or related to that encoded by the 
polynucleotides. 

The nucleic acid sequences of the invention are further directed to sequences which 
encode variants of the described nucleic acids. These amino acid sequence variants may be 
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prepared by methods known in the art by introducing appropriate nucleotide changes into a 
native or variant polynucleotide. There are two variables in the construction of amino acid 
sequence variants: the? location of the mutation and the nature of the mutation. Nucleic 
acids encoding the amino acid sequence variants are preferably constructed by mutating the 
5 polynucleotide to encode an amino acid sequence that does not occur in nature. These 
nucleic acid alterations can be made at sites that differ in the nucleic acids from different 
species (variable positions) or in highly conserved regions (constant regions). Sites at such 
locations will typically be modified in series, e.g., by substituting first with conservative 
choices (e.g. 9 hydrophobic amino acid to a different hydrophobic amino acid) and then with 

10 more distant choices (eg., hydrophobic amino acid to a charged amino acid), and then 
deletions or insertions may be made at the target site. Amino acid sequence deletions 
generally range from about 1 to 30 residues, preferably about 1 to 10 residues, and are 
typically contiguous. Amino acid insertions include amino- and/or carboxyl-terminal 
fusions ranging in length from one to one hundred or more residues, as well as intrasequence 

1 5 insertions of single or multiple amino acid residues. Intrasequence insertions may range 
generally from about 1 to 10 amino residues, preferably from 1 to 5 residues. Examples of 
terminal insertions include the heterologous signal sequences necessary for secretion or for 
intracellular targeting in different host cells and sequences such as FLAG or poly-histidine 
sequences useful for purifying the expressed protein. 

20 In a preferred method, polynucleotides encoding the novel amino acid sequences are 

changed via site-directed mutagenesis. This method uses oligonucleotide sequences to alter 
a polynucleotide to encode the desired amino acid variant, as well as sufficient adjacent 
nucleotides on both sides of the changed amino acid to form a stable duplex on either side of 
the site of being changed. In general, the techniques of site-directed mutagenesis are well 

25 known to those of skill in the art and this technique is exemplified by publications such as, 
Edelman et al., DNA 2:183 (1983). A versatile and efficient method for producing 
site-specific changes in a polynucleotide sequence was published by Zoller and Smith, 
Nucleic Acids Res. 10:6487-6500(1982). PCR may also be used to create amino acid 
sequence variants of the novel nucleic acids. When small amounts of template DNA are 

30 used as starting material, primer(s) that differs slightly in sequence from the corresponding 
region in the template DNA can generate the desired amino acid variant. PCR amplification 
results in a population of product DNA fragments that differ from the polynucleotide 
template encoding the polypeptide at the position specified by the primer. The product DNA 



WO 2004/080148 



PCTAJS2003/030720 



20 

fragments replace the corresponding region in the plasmid and this gives a polynucleotide 
encoding the desired amino acid variant 

A further technique for generating amino acid variants is the cassette mutagenesis 
technique described in Wells et al., Gene 34:3 15 (1985); and other mutagenesis techniques 

5 well known in the art, such as, for example, the techniques in Sambrook et al., supra, and 
Current Protocols in Molecular Biology, Ausubel et al. Due to the inherent degeneracy of 
the genetic code, other DNA sequences which encode substantially the same or a 
functionally equivalent amino acid sequence may be used in the practice of the invention for 
the cloning and expression of these novel nucleic acids. Such DNA sequences include those 

10 which are capable of hybridizing to the appropriate novel nucleic acid sequence under 
stringent conditions. 

Polynucleotides encoding preferred polypeptide truncations of the invention could be 
used to generate polynucleotides encoding chimeric or fusion proteins comprising one or 
more domains of the invention and heterologous protein sequences. 

1 5 The polynucleotides of the invention additionally include the complement of any of 

the polynucleotides recited above. The polynucleotide can be DNA (genomic, cDNA, 
amplified, or synthetic) or RNA. Methods and algorithms for obtaining such 
polynucleotides are well known to those of skill in the art and can include, for example, 
methods for determining hybridization conditions that can routinely isolate polynucleotides 

20 of the desired sequence identities. 

In accordance with the invention, polynucleotide sequences comprising the mature 
protein coding sequences corresponding to any one of SEQ ID NO: 1-684, or 1369-1966, or 
functional equivalents thereof, may be used to generate recombinant DNA molecules that 
direct the expression of that nucleic acid, or a functional equivalent thereof, in appropriate 

25 host cells. Also included are the cDNA inserts of any of the clones identified herein. 

A polynucleotide according to the invention can be joined to any of a variety of other 
nucleotide sequences by well-established recombinant DNA techniques (see Sambrook J et 
al. (1989) Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Laboratory, NY). 
Useful nucleotide sequences for joining to polynucleotides include an assortment of vectors, 

30 e.g., plasmids, cosmids, lambda phage derivatives, phagemids, and the like, that are well 
known in the art. Accordingly, the invention also provides a vector including a 
polynucleotide of the invention and a host cell containing the polynucleotide. In general, the 
vector contains an origin of replication functional in at least one organism, convenient 
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restriction endonuclease sites, and a selectable marker for the host cell. Vectors according to 
the invention include expression vectors, replication vectors, probe generation vectors, and 
sequencing vectors. A host cell according to the invention can be a prokaryotic or 
eukaryotic cell and can be a unicellular organism or part of a multicellular organism. 

5 The present invention further provides recombinant constructs comprising a nucleic 

acid having any of the nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966 or a 
fragment thereof or any other polynucleotides of the invention. In one embodiment, the 
recombinant constructs of the present invention comprise a vector, such as a plasmid or viral 
vector, into which a nucleic acid having any of the nucleotide sequences of SEQ ID NO: 1- 

10 684, or 1369-1966 or a fragment thereof is inserted, in a forward or reverse orientation. In 
the case of a vector comprising one of the ORFs of the present invention, the vector may 
further comprise regulatory sequences, including for example, a promoter, operably linked to 
the ORF. Large numbers of suitable vectors and promoters are known to those of skill in the 
art and are commercially available for generating the recombinant constructs of the present 

1 5 invention. The following vectors are provided by way of example: Bacterial: pBs, 
phagescript, PsiX174, pBluescript SK, pBs KS, pNH8a, pNH16a, pNH18a, pNH46a 
(Stratagene), pTrc99A, pKK223-3, pKK233-3, pDR540, pRTTS (Pharmacia); Eukaryotic: 
pWLneo, pSV2cat, pOG44, PXTI, pSG (Stratagene) pSVK3, pBPV, pMSG, pSVL 
(Pharmacia). 

20 The isolated polynucleotide of the invention may be operably linked to an expression 

control sequence such as the pMT2 or pED expression vectors disclosed in Kaufman et al., 
Nucleic Acids Res. 19, 4485-4490 (1991), in order to produce the protein recombinantly. 
Many suitable expression control sequences are known in the art. General methods of 
expressing recombinant proteins are also known and are exemplified in R. Kaufman, 

25 Methods in Enzymology 185, 537-566 (1990). As defined herein "operably linked" means 
that the isolated polynucleotide of the invention and an expression control sequence are 
situated within a vector or cell in such a way that the protein is expressed by a host cell 
which has been transformed (transfected) with the ligated polynucleotide/expression control 
sequence. 

30 Promoter regions can be selected from any desired gene using CAT 

(chloramphenicol transferase) vectors or other vectors with selectable markers. Two 
appropriate vectors are pKK232-8 and pCM7. Particular named bacterial promoters include 
lad, lacZ, T3, T7, gpt, lambda PR, and trc. Eukaryotic promoters include CMV immediate 
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early, HSV thymidine kinase, early and late SV40, LTRs from retrovirus, and mouse 
metallothionein-I. Selection of the appropriate vector and promoter is well within the level 
of ordinary skill in the art. Generally, recombinant expression vectors will include origins of 
replication and selectable markers permitting transformation of the host cell, e.g. 9 the 

5 ampicillin resistance gene of E. coli and S. cerevisiae TRP1 gene, and a promoter derived 
from a highly expressed gene to direct transcription of a downstream structural sequence. 
Such promoters can be derived from operons encoding glycolytic enzymes such as 3- 
phosphoglycerate kinase (PGK), a-factor, acid phosphatase, or heat shock proteins, among 
others. The heterologous structural sequence is assembled in appropriate phase with 

10 translation initiation and termination sequences, and preferably, a leader sequence capable of 
directing secretion of translated protein into the periplasmic space or extracellular medium. 
Optionally, the heterologous sequence can encode a fusion protein including an amino 
terminal identification peptide imparting desired characteristics, e.g., stabilization or 
simplified purification of expressed recombinant product. Useful expression vectors for 

1 5 bacterial use are constructed by inserting a structural DNA sequence encoding a desired 
protein together with suitable translation initiation and termination signals in operable 
reading phase with a functional promoter. The vector will comprise one or more phenotypic 
selectable markers and an origin of replication to ensure maintenance of the vector and to, if 
desirable, provide amplification within the host. Suitable prokaryotic hosts for 

20 transformation include E. coli, Bacillus subtilis. Salmonella typhimurium and various species 
within the genera Pseudomonas, Streptomyces, and Staphylococcus, although others may 
also be employed as a matter of choice. 

As a representative but non-limiting example, useful expression vectors for bacterial 
use can comprise a selectable marker and bacterial origin of replication derived from 

25 commercially available plasmids comprising genetic elements of the well known cloning 
vector pBR322 (ATCC 37017). Such commercial vectors include, for example, pKK223-3 
(Pharmacia Fine Chemicals, Uppsala, Sweden) and GEM 1 (Promega Biotech, Madison, WI, 
USA). These pBR322 "backbone" sections are combined with an appropriate promoter and 
the structural sequence to be expressed. Following transformation of a suitable host strain 

30 and growth of the host strain to an appropriate cell density, the selected promoter is induced 
or derepressed by appropriate means temperature shift or chemical induction) and cells 
are cultured for an additional period. Cells are typically harvested by centrifugation, 
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disrupted by physical or chemical means, and the resulting crude extract retained for further 
purification. 

Polynucleotides of the invention can also be used to induce immune responses. For 
example, as described in Fan et aL, Nat. Biotech 17, 870-872 (1999), incorporated herein by 
5 reference, nucleic acid sequences encoding a polypeptide may be used to generate antibodies 
against the encoded polypeptide following topical administration of naked plasmid DNA or 
following injection, and preferably intra-muscular injection of the DNA. The nucleic acid 
sequences are preferably inserted in a recombinant expression vector and may be in the form 
of naked DNA. 

4.3 ANTISENSE 

Another aspect of the invention pertains to isolated antisense nucleic acid molecules 
that are hybridizable to or complementary to the nucleic acid molecule comprising the 
nucleotide sequence of SEQ ID NO: 1-684, or 1369-1966, or fragments, analogs or 

1 5 derivatives thereof. An "antisense" nucleic acid comprises a nucleotide sequence that is 
complementary to a "sense" nucleic acid encoding a protein, eg., complementary to the 
coding strand of a double-stranded cDNA molecule or complementary to an mRNA 
sequence. In specific aspects, antisense nucleic acid molecules are provided that comprise a 
sequence complementary to at least about 10, 25, 50, 100, 250 or 500 nucleotides or an 

20 entire coding strand, or to only a portion thereof. Nucleic acid molecules encoding 

fragments, homologs, derivatives and analogs of a protein of any of SEQ ID NO: 1-684, or 
1369-1966 or antisense nucleic acids complementary to a nucleic acid sequence of SEQ ID 
NO: 1-684, or 1369-1966 are additionally provided. 

In one embodiment, an antisense nucleic acid molecule is antisense to a "coding 

25 region" of the coding strand of a nucleotide sequence of the invention. The term "coding 
region" refers to the region of the nucleotide sequence comprising codons which are 
translated into amino acid residues. In another embodiment, the antisense nucleic acid 
molecule is antisense to a "noncoding region" of the coding strand of a nucleotide sequence 
of the invention. The term "noncoding region" refers to 5* and 3 1 sequences that flank the 

30 coding region that are not translated into amino acids (i e. , also referred to as 5' and 3' 
untranslated regions). 

Given the coding strand sequences encoding a nucleic acid disclosed herein (e.g., 
SEQ ID NO: 1-684, or 1369-1966, antisense nucleic acids of the invention can be designed 
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according to the rules of Watson and Crick or Hoogsteen base pairing. The antisense nucleic 
acid molecule can be complementary to the entire coding region of an mRNA, but more 
preferably is an oligonucleotide that is antisense to only a portion of the coding or noncoding 
region of an mRNA. For example, the antisense oligonucleotide can be complementary to 
5 the region surrounding the translation start site of an mRNA. An antisense oligonucleotide 
can be, for example, about 5, 10, 15, 20, 25, 30, 35, 40, 45 or 50 nucleotides in length. An 
antisense nucleic acid of the invention can be constructed using chemical synthesis or 
enzymatic ligation reactions using procedures known in the art. For example, an antisense 
nucleic acid (e.g. 9 an antisense oligonucleotide) can be chemically synthesized using 

10 naturally occurring nucleotides or variously modified nucleotides designed to increase the 
biological stability of the molecules or to increase the physical stability of the duplex formed 
between the antisense and sense nucleic acids, phosphorothioate derivatives and 
acridine substituted nucleotides can be used. 

Examples of modified nucleotides that can be used to generate the antisense nucleic 

15 acid include: 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, hypoxanthine, 
xanthine, 4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5- 
carboxymethylaminomethyl-2-thiouridine, 5-carboxymethylaminomethyluracil, 
dihydrouracil, beta-D-galactosylqueosine, inosine, N6-isopentenyladenine, 1-methylguanine, 

1- methylinosine, 2,2-dimethylguanine, 2-methyladenine, 2-methylguanine, 3- 
20 methylcytosine, 5-methylcytosine, N6-adenine, 7-methylguanine, 5- 

methylaminomethyluracil, 5-methoxyaminomethyl-2-thiouracil, beta-D-mannosylqueosine, 
5 ! -methoxycarboxymethyluracil, 5-methoxyuracil, 2-methylthio-N6-isopentenyladenine, 
uracil-5-oxyacetic acid (v), wybutoxosine, pseudouracil, queosine, 2-thiocytosine, 5-methyl- 

2- thiouracil, 2-thiouracil, 4-thiouracil, 5-methyluracil, uracil-5-oxyacetic acid methylester, 
25 uracil-5-oxyacetic acid (v), 5-methyl-2-thiouracil, 3 -(3 -amino-3 -N-2-carboxypropyl) uracil, 

(acp3)w, and 2,6-diaminopurine. Alternatively, the antisense nucleic acid can be produced 
biologically using an expression vector into which a nucleic acid has been subcloned in an 
antisense orientation (/.&, RNA transcribed from the inserted nucleic acid will be of an 
antisense orientation to a target nucleic acid of interest, described further in the following 
30 subsection). 

The antisense nucleic acid molecules of the invention are typically administered to a 
subject or generated in situ such that they hybridize with or bind to cellular mRNA and/or 
genomic DNA encoding a protein according to the invention to thereby inhibit expression of 
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the protein, e.g. , by inhibiting transcription and/or translation. The hybridization can be by 
conventional nucleotide complementarity to form a stable duplex, or, for example, in the 
case of an antisense nucleic acid molecule that binds to DNA duplexes, through specific 
interactions in the major groove of the double helix. An example of a route of 

5 administration of antisense nucleic acid molecules of the invention includes direct injection 
at a tissue site. Alternatively, antisense nucleic acid molecules can be modified to target 
selected cells and then administered systemically. For example, for systemic administration, 
antisense molecules can be modified such that they specifically bind to receptors or antigens 
expressed on a selected cell surface, e.g., by linking the antisense nucleic acid molecules to 

10 peptides or antibodies that bind to cell surface receptors or antigens. The antisense nucleic 
acid molecules can also be delivered to cells using the vectors described herein. To achieve 
sufficient intracellular concentrations of antisense molecules, vector constructs in which the 
antisense nucleic acid molecule is placed under the control of a strong pol II or pol HI 
promoter are preferred. 

15 In yet another embodiment, the antisense nucleic acid molecule of the invention is an 

a-anomeric nucleic acid molecule. An ot-anomeric nucleic acid molecule forms specific 
double-stranded hybrids with complementary RNA in which, contrary to the usual cc-units, 
the strands run parallel to each other (Gaultier et al. (1987) Nucleic Acids Res 15: 
6625-6641). The antisense nucleic acid molecule can also comprise a 

20 2 f -o-methylribonucleotide (Inoue et al. (1987) Nucleic Acids Res 15: 6131-6148) or a 
chimeric RNA -DNA analogue (Inoue et al. (1987) FEB S Lett 215: 327-330). 

4.4 RIBOZYMES AND PNA MOIETIES 

In still another embodiment, an antisense nucleic acid of the invention is a ribozyme. 

25 Ribozymes are catalytic RNA molecules with ribonuclease activity that are capable of 
cleaving a single-stranded nucleic acid, such as an mRNA, to which they have a 
complementary region. Thus, ribozymes (eg., hammerhead ribozymes (described in 
Haselhoff and Gerlach (1988) Nature 334:585-591)) can be used to catalytically cleave 
mRNA transcripts to thereby inhibit translation of an mRNA. A ribozyme having specificity 

30 for a nucleic acid of the invention can be designed based upon the nucleotide sequence of a 
DNA disclosed herein (i.e., SEQ ID NO: 1-684, or 1369-1966). For example, a derivative of 
Tetrahymena L-19 IVS RNA can be constructed in which the nucleotide sequence of the 
active site is complementary to the nucleotide sequence to be cleaved in a mRNA. See, e.g. 9 
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Cech et al. U.S. Pat No. 4,987,071; and Cech et al. U.S. Pat No. 5,1 16,742. Alternatively, 
mRNA of the invention can be used to select a catalytic RNA having a specific ribonuclease 
activity from a pool of RNA molecules. See,e,g.,Bartelef al, (1993) Science 
261:1411-1418. 

5 Alternatively, gene expression can be inhibited by targeting nucleotide sequences 

complementary to the regulatory region (e.g, promoter and/or enhancers) to form triple 
helical structures that prevent transcription of the gene in target cells. See generally, Helene. 
(1991) Anticancer Drug Des. 6: 569-84; Helene. etal (1992) Ann. MY. Acad. Sci. 
660:27-36; andMaher (1992) Bioassays 14: 807-15. 

10 In various embodiments, the nucleic acids of the invention can be modified at the 

base moiety, sugar moiety or phosphate backbone to improve, e.g, the stability, 
hybridization, or solubility of the molecule. For example, the deoxyribose phosphate 
backbone of the nucleic acids can be modified to generate peptide nucleic acids (see Hyrup 
et al (1996) BioorgMed Chem 4: 5-23). As used herein, the terms "peptide nucleic acids" 

15 or "PNAs" refer to nucleic acid mimics, e.g. , DNA mimics, in which the deoxyribose 
phosphate backbone is replaced by a pseudopeptide backbone and only the four natural 
nucleobases are retained. The neutral backbone of PNAs has been shown to allow for 
specific hybridization to DNA and RNA under conditions of low ionic strength. The 
synthesis of PNA oligomers can be performed using standard solid phase peptide synthesis 

20 protocols as described in Hyrup et al. (1996) above; Perry-O'Keefe et al. (1996) PNAS 93: 
14670-675. 

PNAs of the invention can be used in therapeutic and diagnostic applications. For 
example, PNAs can be used as antisense or antigene agents for sequence-specific modulation 
of gene expression by, e.g., inducing transcription or translation arrest or inhibiting 

25 replication. PNAs of the invention can also be used, e.g. , in the analysis of single base pair 
mutations in a gene by, e.g., PNA directed PCR clamping; as artificial restriction enzymes 
when used in combination with other enzymes, e.g., SI nucleases (Hyrup B. (1996) above); 
or as probes or primers for DNA sequence and hybridization (Hyrup et al. (1996), above; 
Perry-O'Keefe (1996), above). 

30 In another embodiment, PNAs of the invention can be modified, e.g., to enhance 

their stability or cellular uptake, by attaching lipophilic or other helper groups to PNA, by 
the formation of PNA-DNA chimeras, or by the use of liposomes or other techniques of drug 
delivery known in the art For example, PNA-DNA chimeras can be generated that may 
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combine the advantageous properties of PNA and DNA. Such chimeras allow DNA 
recognition enzymes, e.g, RNase H and DNA polymerases, to interact with the DNA 
portion while the PNA portion would provide high binding affinity and specificity. 
PNA-DNA chimeras can be linked using linkers of appropriate lengths selected in terms of 

5 base stacking, number of bonds between the nucleobases, and orientation (Hyrup (1996) 
above). The synthesis of PNA-DNA chimeras can be performed as described in Hyrup 
(1996) above and Finn et al (1996) Nucl Acids Res 24: 3357-63. For example, a DNA chain 
can be synthesized on a solid support using standard phosphoramidite coupling chemistry, 
and modified nucleoside analogs, e.g., 5 , -(4-methoxytrityl)amino-5'-deoxy-thymidine 

10 phosphoramidite, can be used between the PNA and the 5' end of DNA (Mag et al (1989) 
Nucl Acid Res 17: 5973-88). PNA monomers are then coupled in a stepwise manner to 
produce a chimeric molecule with a 5' PNA segment and a 3' DNA segment (Finn et al 
(1996) above). Alternatively, chimeric molecules can be synthesized with a 5 f DNA 
segment and a 3* PNA segment. See, Petersen et al (1975) BioorgMed Chem Lett 5: 

15 1119-11124. 

In other embodiments, the oligonucleotide may include other appended groups such 
as peptides (e.g., for targeting host cell receptors in vivo), or agents facilitating transport 
across the cell membrane (see, e.g., Letsinger et al., 1989, Proc. Natl Acad. Sci. U.S.A. 
86:6553-6556; Lemaitre et al, 1987, Proc. Natl Acad. Sci 84:648-652; PCT Publication 

20 No. W088/09810) or the blood-brain barrier (see, e.g., PCT Publication No. W089/10134). 
In addition, oligonucleotides can be modified with hybridization triggered cleavage agents 
(See, e.g., Krol et al, 1988, BioTechniques 6:958-976) or intercalating agents. (See, e.g., 
Zon, 1988, Pharm. Res. 5: 539-549). To this end, the oligonucleotide may be conjugated to 
another molecule, e.g., a peptide, a hybridization triggered cross-linking agent, a transport 

25 agent, a hybridization-triggered cleavage agent, etc. 

4.5 HOSTS 

The present invention further provides host cells genetically engineered to contain 
the polynucleotides of the invention. For example, such host cells may contain nucleic acids 
30 of the invention introduced into the host cell using known transformation, transfection or 
infection methods. The present invention still further provides host cells genetically 
engineered to express the polynucleotides of the invention, wherein such polynucleotides are 
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in operative association with a regulatory sequence heterologous to the host cell which 
drives expression of the polynucleotides in the cell. 

Knowledge of nucleic acid sequences allows for modification of cells to permit, or 
increase, expression of endogenous polypeptide. Cells can be modified (e.g., by 
5 homologous recombination) to provide increased polypeptide expression by replacing, in 
whole or in part, the naturally occurring promoter with all or part of a heterologous promoter 
so that the cells express the polypeptide at higher levels. The heterologous promoter is 
inserted in such a manner that it is operatively linked to the encoding sequences. See, for 
example, PCT International Publication No. WO94/12650, PCT International Publication 
10 No. WO92/20808, and PCT International Publication No. WO91/09955. It is also 

contemplated that, in addition to heterologous promoter DNA, amplifiable marker DNA ^ 
(e.g., ada, dhfr, and the multifunctional CAD gene which encodes carbamyl phosphate 
synthase, aspartate transcarbamylase, and dihydroorotase) and/or intron DNA may be 
inserted along with die heterologous promoter DNA. If linked to the coding sequence, 
1 5 amplification of the marker DNA by standard selection methods results in co-amplification 
of the desired protein coding sequences in the cells. 

The host cell can be a higher eukaryotic host cell, such as a mammalian cell, a lower 
eukaryotic host cell, such as a yeast cell, or the host cell can be a prokaryotic cell, such as a 
bacterial cell. Introduction of the recombinant construct into the host cell can be effected by 
20 calcium phosphate transfection, DEAE, dextran mediated transfection, or electroporation 
(Davis, L. et al., Basic Methods in Molecular Biology (1986)). The host cells containing one 
of the polynucleotides of the invention, can be used in conventional manners to produce the 
gene product encoded by the isolated fragment (in the case of an ORF) or can be used to 
produce a heterologous protein under the control of the EMF. 
25 Any host/vector system can be used to express one or more of the ORFs of the 

present invention. These include, but are not limited to, eukaryotic hosts such as HeLa cells, 
Cv-1 cell, COS cells, 293 cells, and Sf9 cells, as well as prokaryotic host such as E. coli and 
J5. subtilis. The most preferred cells are those which do not normally express the particular 
polypeptide or protein or which expresses the polypeptide or protein at low natural level. 
30 Mature proteins can be expressed in mammalian cells, yeast, bacteria, or other cells under 
the control of appropriate promoters. Cell-free translation systems can also be employed to 
produce such proteins using RNAs derived from the DNA constructs of the present 
invention. Appropriate cloning and expression vectors for use with prokaryotic and 
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eukaiyotic hosts are described by Sambrook, et al., in Molecular Cloning: A Laboratory 
Manual, Second Edition, Cold Spring Harbor, New York (1989), the disclosure of which is 
hereby incorporated by reference. 

Various mammalian cell culture systems can also be employed to express 

5 recombinant protein. Examples of mammalian expression systems include the COS-7 lines 
of monkey kidney fibroblasts, described by Gluzman, Cell 23:175 (1981). Other cell lines 
capable of expressing a compatible vector are, for example, the C127, monkey COS cells, 
Chinese Hamster Ovaiy (CHO) cells, human kidney 293 cells, human epidermal A431 cells, 
human Colo205 cells, 3T3 cells, CV-1 cells, other transformed primate cell lines, normal 

10 diploid cells, cell strains derived from in vitro culture of primary tissue, primary explants, 
HeLa cells, mouse L cells, BHK, HL-60, U937, HaK or Jurkat cells. Mammalian expression 
vectors will comprise an origin of replication, a suitable promoter and also any necessary 
ribosome binding sites, polyadenylation site, splice donor and acceptor sites, transcriptional 
termination sequences, and 5' flanking nontranscribed sequences. DNA sequences derived 

1 5 from the SV40 viral genome, for example, SV40 origin, early promoter, enhancer, splice, 
and polyadenylation sites may be used to provide the required nontranscribed genetic 
elements. Recombinant polypeptides and proteins produced in bacterial culture are usually 
isolated by initial extraction from cell pellets, followed by one or more salting-out, aqueous 
ion exchange or size exclusion chromatography steps. Protein refolding steps can be used, 

20 as necessary, in completing configuration of the mature protein. Finally, high performance 
liquid chromatography (HPLC) can be employed for final purification steps. Microbial cells 
employed in expression of proteins can be disrupted by any convenient method, including 
freeze-thaw cycling, sonication, mechanical disruption, or use of cell lysing agents. 

Alternatively, it may be possible to produce the protein in lower eukaryotes such as 

25 yeast or insects or in prokaryotes such as bacteria. Potentially suitable yeast strains include 
Saccharomyces cerevisiae, Schizosaccharomyces pombe 9 Kluyveromyces strains, Candida, 
or any yeast strain capable of expressing heterologous proteins. Potentially suitable bacterial 
strains include Escherichia coli, Bacillus subtilis, Salmonella typhimurium, or any bacterial 
strain capable of expressing heterologous proteins. If the protein is made in yeast or 

30 bacteria, it may be necessary to modify the protein produced therein, for example by 

phosphorylation or glycosylation of the appropriate sites, in order to obtain the functional 
protein. Such covalent attachments may be accomplished using known chemical or 
enzymatic methods. 
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In another embodiment of the present invention, cells and tissues may be engineered 
to express an endogenous gene comprising the polynucleotides of the invention under the 
control of inducible regulatory elements, in which case the regulatory sequences of the 
endogenous gene may be replaced by homologous recombination. As described herein, gene 

5 targeting can be used to replace a gene's existing regulatory region with a regulatory 
sequence isolated from a different gene or a novel regulatory sequence synthesized by 
genetic engineering methods. Such regulatory sequences may be comprised of promoters, 
enhancers, scaffold-attachment regions, negative regulatory elements, transcriptional 
initiation sites, and regulatory protein binding sites or combinations of said sequences. 

10 Alternatively, sequences which affect the structure or stability of the RNA or protein 
produced may be replaced, removed, added, or otherwise modified by targeting. These 
sequence include polyadenylation signals, mRNA stability elements, splice sites, leader 
sequences for enhancing or modifying transport or secretion properties of the protein, or 
other sequences which alter or improve the function or stability of protein or RNA 

15 molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 
gene under the control of the new regulatory sequence, e.g., inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 
deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory 

20 element. Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different 
cell-type specificity than the naturally occurring elements. Here, the naturally occurring 
sequences are deleted and new sequences are added. In all cases, the identification of the 
targeting event may be facilitated by the use of one or more selectable marker genes that are 

25 contiguous with the targeting DNA, allowing for the selection of cells in which the 

exogenous DNA has integrated into the host cell genome. The identification of the targeting 
event may also be facilitated by the use of one or more marker genes exhibiting the property 
of negative selection, such that the negatively selectable marker is linked to the exogenous 
DNA, but configured such that the negatively selectable marker flanks the targeting 

30 sequence, and such that a correct homologous recombination event with sequences in the 
host cell genome does not result in the stable integration of the negatively selectable marker. 
Markers useful for this purpose include the Herpes Simplex Virus thymidine kinase (TK) 
gene or the bacterial xanthine-guanine phosphoribosyl-transferase (gpt) gene. 
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The gene targeting or gene activation techniques which can be used in accordance 
with this aspect of the invention are more particularly described in U.S. Patent No. 5,272,071 
to Chappel; U.S. Patent No. 5,578,461 to Sherwin et al.; International Application No. 
PCT/US92/09627 (WO93/09222) by Selden et al.; and International Application No. 
5 PCT7US90/06436 (W09 1/06667) by Skoultchi et al., each of which is incorporated by 
reference herein in its entirety. 

4.6 POLYPEPTIDES OF THE INVENTION 

The isolated polypeptides of the invention include, but are not limited to, a 

10 polypeptide comprising: the amino acid sequences set forth as any one of SEQ ID NO: 685- 
1368, or 1967-2564 or an amino acid sequence encoded by any one of the nucleotide 
sequences SEQ ED NO: 1-684, or 1369-1966 or the corresponding full length or mature 
protein. Polypeptides of the invention also include polypeptides preferably with biological or 
immunological activity that are encoded by: (a) a polynucleotide having any one of the 

15 nucleotide sequences set forth in SEQ ID NO: 1-684, or 1369-1966 or (b) polynucleotides 
encoding any one of the amino acid sequences set forth as SEQ ID NO: 685-1368, or 1967- 
2564 or (c) polynucleotides that hybridize to the complement of the polynucleotides of either 
(a) or (b) under stringent hybridization conditions. The invention also provides biologically 
active or immunologically active variants of any of the amino acid sequences set forth as 

20 SEQ ID NO: 685-1368, or 1967-2564 or the corresponding full length or mature protein; and 
"substantial equivalents" thereof (e.g., with at least about 65%, at least about 70%, at least 
about 75%, at least about 80%, at least about 85%, 86%, 87%, 88%, 89%, at least about 
90%, 91%, 92%, 93%, 94%, typically at least about 95%, 96%, 97%, more typically at least 
about 98%, or most typically at least about 99% amino acid identity) that retain biological 

25 activity. Polypeptides encoded by allelic variants may have a similar, increased, or 

decreased activity compared to polypeptides comprising SEQ ID NO: 685-1368, or 1967- 
2564. 

Fragments of the proteins of the present invention which are capable of exhibiting 
biological activity are also encompassed by the present invention. Fragments of the protein 
30 may be in linear form or they may be cyclized using known methods, for example, as 
described in H. U. Saragovi, et al., Bio/Technology 10, 773-778 (1992) and in R. S. 
McDowell, et al., J. Amer. Chem. Soc. 1 14, 9245-925'3 (1992), both of which are 
incorporated herein by reference. Such fragments may be fused to carrier molecules such as 
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immunoglobulins for many purposes, including increasing the valency of protein binding 
sites. Fragments are also identified in Tables 3A, 3B, 5, 7, or 8. 

The present invention also provides both full-length and mature forms (for example, 
without a signal sequence or precursor sequence) of the disclosed proteins. The protein 

5 coding sequence is identified in the sequence listing by translation of the disclosed 

nucleotide sequences. The predicted signal sequence is set forth in Table 5. The mature 
form of such protein may be obtained and confirmed by expression of a full-length 
polynucleotide in a suitable mammalian cell or other host cell and sequencing of the cleaved 
product One of skill in the art will recognize that the actual cleavage site may be different 

10 than that predicted in Table 5. The sequence of the mature form of the protein is also 

determinable from the amino acid sequence of the full-length form. Where proteins of the 
present invention are membrane bound, soluble forms of the proteins are also provided. In 
such forms, part or all of the regions causing the proteins to be membrane bound are deleted 
so that the proteins are fully secreted from the cell in which they are expressed (See, e.g., 

1 5 Sakal et al., Prep. Biochem. Biotechnol. (2000), 30(2), pp. 107-23, incorporated herein by 
reference). 

Protein compositions of the present invention may further comprise an acceptable 
carrier, such as a hydrophilic, e.g. 9 pharmaceutical^ acceptable, carrier. 

The present invention further provides isolated polypeptides encoded by the nucleic 
20 acid fragments of the present invention or by degenerate variants of the nucleic acid 
fragments of the present invention. By "degenerate variant" is intended nucleotide 
fragments which differ from a nucleic acid fragment of the present invention (e.g., an ORF) 
by nucleotide sequence but, due to the degeneracy of the genetic code, encode an identical 
polypeptide sequence. Preferred nucleic acid fragments of the present invention are the 
25 ORFs that encode proteins. 

A variety of methodologies known in the art can be utilized to obtain any one of the 
isolated polypeptides or proteins of the present invention. At the simplest level, the amino 
acid sequence can be synthesized using commercially available peptide synthesizers. The 
synthetically-constructed protein sequences, by virtue of sharing primary, secondary or 
30 tertiary structural and/or conformational characteristics with proteins may possess biological 
properties in common therewith, including protein activity. This technique is particularly 
useful in producing small peptides and fragments of larger polypeptides. Fragments are 
useful, for example, in generating antibodies against the native polypeptide. Thus, they may 
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be employed as biologically active or immunological substitutes for natural, purified 
proteins in screening of therapeutic compounds and in immunological processes for the 
development of antibodies. ' 

The polypeptides and proteins of the present invention can alternatively be purified 

5 from cells which have been altered to express the desired polypeptide or protein. As used 
herein, a cell is said to be altered to express a desired polypeptide or protein when the cell, 
through genetic manipulation, is made to produce a polypeptide or protein which it normally 
does not produce or which the cell normally produces at a lower level. One skilled in the art 
can readily adapt procedures for introducing and expressing either recombinant or synthetic 

10 sequences into eukaryotic or prokaiyotic cells in order to generate a cell which produces one 
of the polypeptides or proteins of the present invention. 

The invention also relates to methods for producing a polypeptide comprising 
growing a culture of host cells of the invention in a suitable culture medium, and purifying 
the protein from the cells or the culture in which the cells are grown. For example, the 

1 5 methods of the invention include a process for producing a polypeptide in which a host cell 
containing a suitable expression vector that includes a polynucleotide of the invention is 
cultured under conditions that allow expression of the encoded polypeptide. The 
polypeptide can be recovered from the culture, conveniently from the culture medium, or 
from a lysate prepared from the host cells and further purified. Preferred embodiments 

20 include those in which the protein produced by such process is a full length or mature form 
of the protein. 

In an alternative method, the polypeptide or protein is purified from bacterial cells 
which naturally produce the polypeptide or protein. One skilled in the art can readily follow 
known methods for isolating polypeptides and proteins in order to obtain one of the isolated 

25 polypeptides or proteins of the present invention. These include, but are not limited to, 
immunochromatography, HPLC, size-exclusion chromatography, ion-exchange 
chromatography, and immuno-affinity chromatography. See, e.g., Scopes, Protein 
Purification: Principles and Practice, Springer- Verlag (1994); Sambrook, et al., in 
Molecular Cloning: A Laboratory Manual; Ausubel et al., Current Protocols in Molecular 

30 Biology. Polypeptide fragments that retain biological/immunological activity include 

fragments comprising greater than about 100 amino acids, or greater than about 200 amino 
acids, and fragments that encode specific protein domains. 
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The purified polypeptides can be used in in vitro binding assays which are well 
known in the art to identify molecules which bind to the polypeptides. These molecules 
include but are not limited to, for e.g., small molecules, molecules from combinatorial 
libraries, antibodies or other proteins. The molecules identified in the binding assay are then 

5 tested for antagonist or agonist activity in in vivo tissue culture or animal models that are 
well known in the art. In brief, the molecules are titrated into a plurality of cell cultures or 
animals and then tested for either cell/animal death or prolonged survival of the animal/cells. 

In addition, the peptides of the invention or molecules capable of binding to the 
peptides may be complexed with toxins, e.g., ricin or cholera, or with other compounds that 

10 are toxic to cells. The toxin-binding molecule complex is then targeted to a tumor or other 
cell by the specificity of the binding molecule for SEQ ID NO: 685-1368, or 1967-2564. 

The protein of the invention may also be expressed as a product of transgenic 
animals, eg., as a component of the milk of transgenic cows, goats, pigs, or sheep which are 
characterized by somatic or germ cells containing a nucleotide sequence encoding the 

15 protein. 

The proteins provided herein also include proteins characterized by amino acid 
sequences similar to those of purified proteins but into which modification are naturally 
provided or deliberately engineered. For example, modifications, in the peptide or DNA 
sequence, can be made by those skilled in the art using known techniques. Modifications of 

20 interest in the protein sequences may include the alteration, substitution, replacement, 

insertion or deletion of a selected amino acid residue in the coding sequence. For example, 
one or more of the cysteine residues may be deleted or replaced with another amino acid to 
alter the conformation of the molecule. Techniques for such alteration, substitution, 
replacement, insertion or deletion are well known to those skilled in the art (see, e.g., U.S. 

25 Pat. No. 4,518,584). Preferably, such alteration, substitution, replacement, insertion or 

deletion retains the desired activity of the protein. Regions of the protein that are important 
for the protein function can be determined by various methods known in the art including the 
alanine-scanning method which involved systematic substitution of single or strings of 
amino acids with alanine, followed by testing the resulting alanine-containing variant for 

30 biological activity. This type of analysis determines the importance of the substituted amino 
acid(s) in biological activity. Regions of the protein that are important for protein function 
may be determined by the eMATRK program. 
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Other fragments and derivatives of the sequences of proteins which would be 
expected to retain protein activity in whole or in part and are useful for screening or other 
immunological methodologies may also be easily made by those skilled in the art given the 
disclosures herein. Such modifications are encompassed by the present invention. 
5 The protein may also be produced by operably linking the isolated polynucleotide of 

the invention to suitable control sequences in one or more insect expression vectors, and 
employing an insect expression system. Materials and methods for baculovirus/insect cell 
expression systems are commercially available in kit form from, eg., Invitrogen, San Diego, 
Calif., U.S.A. (the MaxBat™ kit), and such methods are well known in the art, as described 
10 in Summers and Smith, Texas Agricultural Experiment Station Bulletin No. 1555 (1987), 
incorporated herein by reference. As used herein, an insect cell capable of expressing a 
polynucleotide of the present invention is "transformed." 

The protein of the invention may be prepared by culturing transformed host cells 
under culture conditions suitable to express the recombinant protein. The resulting 
15 expressed protein may then be purified from such culture (i.e., from culture medium or cell 
extracts) using known purification processes, such as gel filtration and ion exchange 
chromatography. The purification of the protein may also include an affinity column 
containing agents which will bind to the protein; one or more column steps over such affinity 
resins as concanavalin A-agarose, heparin-toyopearl™ or Cibacrom blue 3GA Sepharose™; 
20 one or more steps involving hydrophobic interaction chromatography using such resins as 
phenyl ether, butyl ether, or propyl ether; or immunoaffinity chromatography. 

Alternatively, the protein of the invention may also be expressed in a form which will 
facilitate purification. For example, it may be expressed as a fusion protein, such as those of 
maltose binding protein (MBP), glutathione-S-transferase (GST) or thioredoxin (TRX), or as 
25 a His tag. Kits for expression and purification of such fusion proteins are commercially 
available from New England BioLab (Beverly, Mass.), Pharmacia (Piscataway, N.J.) and 
Invitrogen, respectively. The protein can also be tagged with an epitope and subsequently 
purified by using a specific antibody directed to such epitope. One such epitope ("FLAG®") 
is commercially available from Kodak (New Haven, Conn.). 
30 Finally, one or more reverse-phase high performance liquid chromatography (RP- 

HPLC) steps employing hydrophobic RP-HPLC media, eg., silica gel having pendant 
methyl or other aliphatic groups, can be employed to further purify the protein. Some or all 
of the foregoing purification steps, in various combinations, can also be employed to provide 
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a substantially homogeneous isolated recombinant protein. The protein thus purified is 
substantially free of other mammalian proteins and is defined in accordance with the present 
invention as an "isolated protein." 

The polypeptides of the invention include analogs (variants). This embraces 

5 fragments, as well as peptides in which one or more amino acids has been deleted, inserted, 
or substituted. Also, analogs of the polypeptides of the invention embrace fusions of the 
polypeptides or modifications of the polypeptides of the invention, wherein the polypeptide 
or analog is fused to another moiety or moieties, e.g., targeting moiety or another therapeutic 
agent. Such analogs may exhibit improved properties such as activity and/or stability. 

10 Examples of moieties which may be fused to the polypeptide or an analog include, for 

example, targeting moieties which provide for the delivery of polypeptide to pancreatic cells, 
e.g., antibodies to pancreatic cells, antibodies to immune cells such as T-cells, monocytes, 
dendritic cells, granulocytes, etc., as well as receptor and ligands expressed on pancreatic or 
immune cells. Other moieties which may be fused to the polypeptide include therapeutic 

1 5 agents which are used for treatment, for example, immunosuppressive drugs such as 

cyclosporin, SK506, azathioprine, CD3 antibodies and steroids. Also, polypeptides may be 
fused to immune modulators, and other cytokines such as alpha or beta interferon. 

4.6.1 DETERMINING POLYPEPTIDE AND POLYNUCLEOTIDE 
20 IDENTITY AND SIMILARITY 

Preferred identity and/or similarity are designed to give the largest match between 
the sequences tested. Methods to determine identity and similarity are codified in computer 
programs including, but are not limited to, the GCG program package, including GAP 
(Devereux, J., et al., Nucleic Acids Research 12(1):387 (1984); Genetics Computer Group, 

25 University of Wisconsin, Madison, WI), BLASTP, BLASTN, BLASTX, FASTA (Altschul, 
S.F. et al., J. Molec. Biol. 215:403-410 (1990), PSI-BLAST (Altschul S.F. et al., Nucleic 
Acids Res. vol. 25, pp. 3389-3402, herein incorporated by reference), eMatrix software (Wu 
et al., J. Comp. Biol., Vol. 6, pp. 219-235 (1999), herein incorporated by reference), eMotif 
software (Nevill-Manning et al, ISMB-97, Vol. 4, pp. 202-209, herein incorporated by 

30 reference), Pfam software (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1), pp. 320-322 
(1998), herein incorporated by reference) and the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), the GeneAtlas software (Molecular 
Simulations Inc. (MSI), San Diego, CA) (Sanchez and Sali (1998) Proc. Natl. Acad. Sci., 95, 
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13597-13602; Kitson DH et al, (2000) demote homology detection using structural 
modeling - an evaluation" Submitted; Fischer and Eisenberg (1996) Protein Sci. 5, 947- 
955), Neural Network SignalP VI .1 program (from Center for Biological Sequence 
Analysis, The Technical University of Denmark) incorporated herein by reference). 
5 Polypeptide sequences were examined by a proprietary algorithm, SeqLoc that separates the 
proteins into three sets of locales: intracellular, membrane, or secreted. This prediction is 
based upon three characteristics of each polypeptide, including percentage of cysteine 
residues, Kyte-Doolittle scores for the first 20 amino acids of each protein, and Kyte- 
Doolittle scores to calculate the longest hydrophobic stretch of the said protein. Values of 
10 predicted proteins are compared against the values from a set of 592 proteins of known 

cellular localization from the Swissprot database fhttp://www.expasv.ch/sprotV Predictions 
are based upon the maximum likelihood estimation. 

Pesence of transmembrane region(s) was detected using the TMpred program 
ftittp://ww.ch.embnetorg/software/TMPRED form.html) . 
1 5 The BLAST programs are publicly available from the National Center for 

Biotechnology Information (NCBI) and other sources (BLAST Manual, Altschul, S., et al. 
NCBI NLM NIH Bethesda, MD 20894; Altschul, S., et al., J. Mol. Biol. 215:403-410 
(1990). 

4.7 CHIMERIC AND FUSION PROTEINS 

20 The invention also provides chimeric or fusion proteins. As used herein, a "chimeric 

protein" or "fusion protein" comprises a polypeptide of the invention operatively linked to 
another polypeptide. Within a fusion protein the polypeptide according to the invention can 
correspond to all or a portion of a protein according to the invention. In one embodiment, a 
fusion protein comprises at least one biologically active portion of a protein according to the 

25 invention. In another embodiment, a fusion protein comprises at least two biologically 
active portions of a protein according to the invention. Within the fusion protein, the term 
"operatively linked" is intended to indicate that the polypeptide according to the invention 
and the other polypeptide are fused in-frame to each other. The polypeptide can be fused to 
the N-terminus or C-terminus, or to the middle. 

30 For example, in one embodiment a fusion protein comprises a polypeptide according 

to the invention operably linked to the extracellular domain of a second protein. 
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In another embodiment, the fusion protein is a GST-fusion protein in which the 
polypeptide sequences of the invention are fused to the C-terminus of the GST (i.e., 
glutathione S-transferase) sequences. 

In another embodiment, the fusion protein is an immunoglobulin fusion protein in 
5 which the polypeptide sequences according to the invention comprise one or more domains 
fused to sequences derived from a member of the immunoglobulin protein family. The 
immunoglobulin fusion proteins of the invention can be incorporated into pharmaceutical 
compositions and administered to a subject to inhibit an interaction between a ligand and a 
protein of the invention on the surface of a cell, to thereby suppress signal transduction in 
10 vivo. The immunoglobulin fusion proteins can be used to affect the bioavailability of a 

cognate ligand. Inhibition of the ligand/protein interaction may be useful therapeutically for 
both the treatment of proliferative and differentiative disorders, e.g., cancer as well as 
modulating (e.g., promoting or inhibiting) cell survival. Moreover, the immunoglobulin 
fusion proteins of the invention can be used as immunogens to produce antibodies in a 
1 5 subject, to purify ligands, and in screening assays to identify molecules that inhibit the 
interaction of a polypeptide of the invention with a ligand. 

A chimeric or fusion protein of the invention can be produced by standard 
recombinant DNA techniques. For example, DNA fragments coding for the different 
polypeptide sequences are ligated together in-frame in accordance with conventional 
20 techniques, e.g. , by employing blunt-ended or stagger-ended termini for ligation, restriction 
enzyme digestion to provide for appropriate termini, filling-in of cohesive ends as 
appropriate, alkaline phosphatase treatment to avoid undesirable joining, and enzymatic 
ligation. In another embodiment, the fusion gene can be synthesized by conventional 
techniques including automated DNA synthesizers. Alternatively, PCR amplification of 
25 gene fragments can be carried out using anchor primers that give rise to complementary 
overhangs between two consecutive gene fragments that can subsequently be annealed and 
reamplified to generate a chimeric gene sequence (see, for example, Ausubel et al. (eds.) 
Current Protocols in Molecular Biology, John Wiley & Sons, 1992). Moreover, 
many expression vectors are commercially available that already encode a fusion moiety 
30 (e.g. , a GST polypeptide). A nucleic acid encoding a polypeptide of the invention can be 
cloned into such an expression vector such that the fusion moiety is linked in-frame to the 
protein of the invention. 



i 



WO 2004/080148 



PCT/US2003/030720 



39 

4.8 GENE THERAPY 

Mutations in the polynucleotides of the invention gene may result in loss of noimal 
function of the encoded protein. The invention thus provides gene therapy to restore normal 
activity of the polypeptides of the invention; or to treat disease states involving polypeptides 

5 of the invention. Delivery of a functional gene encoding polypeptides of the invention to 
appropriate cells is effected ex vivo, in situ> or in vivo by use of vectors, and more 
particularly viral vectors (e.g., adenovirus, adeno-associated virus, or a retrovirus), or ex vivo 
by use of physical DNA transfer methods (e.g., liposomes or chemical treatments). See, for 
example, Anderson, Nature, supplement to vol. 392, no. 6679, pp.25-20 (1998). For 

10 additional reviews of gene therapy technology see Friedmann, Science, 244: 1275-1281 

(1989); Verma, Scientific American: 68-84 (1990); and Miller, Nature, 357: 455-460 (1992). 
Introduction of any one of the nucleotides of the present invention or a gene encoding the 
polypeptides of the present invention can also be accomplished with extrachromosomal 
substrates (transient expression) or artificial chromosomes (stable expression). Cells may 

1 5 also be cultured ex vivo in the presence of proteins of the present invention in order to 

proliferate or to produce a desired effect on or activity in such cells. Treated cells can then 
be introduced in vivo for therapeutic purposes. Alternatively, it is contemplated that in other 
human disease states, preventing the expression of or inhibiting the activity of polypeptides 
of the invention will be useful in treating the disease states. It is contemplated that antisense 

20 therapy or gene therapy could be applied to negatively regulate the expression of 
polypeptides of the invention. 

Other methods inhibiting expression of a protein include the introduction of antisense 
molecules to the nucleic acids of the present invention, their complements, or their translated 
RNA sequences, by methods known in the art Further, the polypeptides of the present 

25 invention can be inhibited by using targeted deletion methods, or the insertion of a negative 
regulatory element such as a silencer, which is tissue specific. 

The present invention still further provides cells genetically engineered in vivo to 
express the polynucleotides of the invention, wherein such polynucleotides are in operative 
association with a regulatory sequence heterologous to the host cell which drives expression of 

30 the polynucleotides in the cell. These methods can be used to increase or decrease the 
expression of the polynucleotides of the present invention. 

Knowledge of DNA sequences provided by the invention allows for modification of 
cells to permit, increase, or decrease, expression of endogenous polypeptide. Cells can be 
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modified (e.g., by homologous recombination) to provide increased polypeptide expression by 
replacing, in whole or in part, the naturally occurring promoter with all or part of a heterologous 
promoter so that the cells express the protein at higher levels. The heterologous promoter is 
inserted in such a manner that it is operatively linked to the desired protein encoding sequences. 

5 See, for example, PCT International Publication No. WO 94/12650, PCT International 

Publication No. WO 92/20808, and PCT International Publication No. WO 91/09955. It is also 
contemplated that, in addition to heterologous promoter DNA, amplifiable marker DNA (e.g., 
ada, dhfr, and the multifunctional CAD gene which encodes carbamyl phosphate synthase, 
aspartate transcaibamylase, and dihydroorotase) and/or intron DNA may be inserted along with 

10 the heterologous promoter DNA. If linked to the desired protein coding sequence, 

amplification of the marker DNA by standard selection methods results in co-amplification of 
the desired protein coding sequences in the cells. 

In another embodiment of the present invention, cells and tissues may be engineered to 
express an endogenous gene comprising the polynucleotides of the invention under the control 

15 of inducible regulatory elements, in which case the regulatory sequences of the endogenous 
gene may be replaced by homologous recombination. As described herein, gene targeting can 
be used to replace a gene's existing regulatory region with a regulatory sequence isolated from 
a different gene or a novel regulatory sequence synthesized by genetic engineering methods. 
Such regulatory sequences may be comprised of promoters, enhancers, scaffold-attachment 

20 regions, negative regulatory elements, transcriptional initiation sites, regulatory protein binding 
sites or combinations of said sequences. Alternatively, sequences which affect the structure or 
stability of the RNA or protein produced may be replaced, removed, added, or otherwise 
modified by targeting. These sequences include polyadenylation signals, mRNA stability 
elements, splice sites, leader sequences for enhancing or modifying transport or secretion 

25 properties of the protein, or other sequences which alter or improve the function or stability of 
protein or RNA molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 
gene under the control of the new regulatory sequence, e.g. t inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 

30 deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory 
element Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different cell-type 
specificity than the naturally occurring elements. Here, the naturally occurring sequences are 
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deleted and new sequences are added In all cases, the identification of the targeting event may 
be facilitated by Ihe use of one or more selectable marker genes that are contiguous with the 
targeting DNA, allowing for the selection of cells in which the exogenous DNA has integrated 
into the cell genome. The identification of the targeting event may also be facilitated by the use 

5 of one or more marker genes exhibiting the property of negative selection, such that the 
negatively selectable marker is linked to the exogenous DNA, but configured such that the 
negatively selectable marker flanks the targeting sequence, and such that a correct homologous 
recombination event with sequences in the host cell genome does not result in the stable 
integration of the negatively selectable marker. Markers useful for this purpose include the 

1 0 Herpes Simplex Virus thymidine kinase (TK) gene or the bacterial xanthine-guanine 
phosphoribosyl-transferase (gpt) gene. 

The gene targeting or gene activation techniques which can be used in accordance with 
this aspect of the invention are more particularly described in U.S. Patent No. 5,272,07 1 to . 
Chappel; U.S. Patent No. 5,578,461 to Sherwin et al.; International Application No. 

1 5 PCT/US92/09627 (WO93/09222) by Selden et al.; and International Application No. 
PCT/US90/06436 (WO91/06667) by Skoultchi et al., each of which is incorporated by 
reference herein in its entirety. 

4.9 TRANSGENIC ANIMALS 

20 In preferred methods to determine biological functions of the polypeptides of the 

invention in vivo, one or more genes provided by the invention are either over expressed or 
inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 
control of exogenous or endogenous promoter elements, are known as transgenic animals. 

25 Animals in which an endogenous gene has been inactivated by homologous recombination 
are referred to as "knockout" animals. Knockout animals, preferably non-human mammals, 
can be prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. 
Transgenic animals are useful to determine the roles polypeptides of the invention play in 
biological processes, and preferably in disease states. Transgenic animals are useful as model 

30 systems to identify compounds that modulate lipid metabolism. Transgenic animals, 

preferably non-human mammals, are produced using methods as described in U.S. Patent No 
5,489,743 and PCT Publication No. W094/28122, incorporated herein by reference. 
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Transgenic animals can be prepared wherein all or part of a promoter of the 
polynucleotides of the invention is either activated or inactivated to alter the level of 
expression of the polypeptides of the invention. Inactivation can be carried out using 
homologous recombination methods described above. Activation can be achieved by 
5 supplementing or even replacing the homologous promoter to provide for increased protein 
expression. The homologous promoter can be supplemented by insertion of one or more 
heterologous enhancer elements known to confer promoter activation in a particular tissue. 

The polynucleotides of the present invention also make possible the development, 
through, e.g., homologous recombination or knock out strategies, of animals that fail to 
1 0 express polypeptides of the invention or that express a variant polypeptide. Such animals are 
useful as models for studying the in vivo activities of polypeptide as well as for studying 
modulators of the polypeptides of the invention. 

In preferred methods to determine biological functions of the polypeptides of the 
invention in vivo, one or more genes provided by the invention are either over expressed or 
1 5 inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 
control of exogenous or endogenous promoter elements, are known as transgenic animals. 
Animals in which an endogenous gene has been inactivated by homologous recombination 
are referred to as "knockout" animals. Knockout animals, preferably non-human mammals, 
20 can be prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. 
Transgenic animals are useful to determine the roles polypeptides of the invention play in 
biological processes, and preferably in disease states. Transgenic animals are useful as model 
systems to identify compounds that modulate lipid metabolism. Transgenic animals, 
preferably non-human mammals, are produced using methods as described in U.S. Patent No 
25 5,489,743 and PCT Publication No. W094/28 122, incorporated herein by reference. 

Transgenic animals can be prepared wherein all or part of the polynucleotides of the 
invention promoter is either activated or inactivated to alter the level of expression of the 
polypeptides of the invention. Inactivation can be carried out using homologous 
recombination methods described above. Activation can be achieved by supplementing or 
30 even replacing the homologous promoter to provide for increased protein expression. The 
homologous promoter can be supplemented by insertion of one or more heterologous 
enhancer elements known to confer promoter activation in a particular tissue. 
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4.10 USES AND BIOLOGICAL ACTIVITY 

The polynucleotides and proteins of the present invention are expected to exhibit one 
or more of the uses or biological activities (including those associated with assays cited 
herein) identified herein. Uses or activities described for proteins of the present invention 

5 may be provided by administration or use of such proteins or of polynucleotides encoding 
such proteins (such as, for example, in gene therapies or vectors suitable for introduction of 
DNA). The mechanism underlying the particular condition or pathology will dictate whether 
the polypeptides of the invention, the polynucleotides of the invention or modulators 
(activators or inhibitors) thereof would be beneficial to the subject in need of treatment 

10 Thus, "therapeutic compositions of the invention" include compositions comprising isolated 
polynucleotides (including recombinant DNA molecules, cloned genes and degenerate 
variants thereof) or polypeptides of the invention (including full length protein, mature 
protein and truncations or domains thereof), or compounds and other substances that 
modulate the overall activity of the target gene products, either at the level of target 

1 5 gene/protein expression or target protein activity. Such modulators include polypeptides, 
analogs, (variants), including fragments and fusion proteins, antibodies and other binding 
proteins; chemical compounds that directly or indirectly activate or inhibit the polypeptides 
of the invention (identified, e.g., via drug screening assays as described herein); antisense 
polynucleotides and polynucleotides suitable for triple helix formation; and in particular 

20 antibodies or other binding partners that specifically recognize one or more epitopes of the 
polypeptides of the invention. 

The polypeptides of the present invention may likewise be involved in cellular 
activation or in one of the other physiological pathways described herein. 

25 4.10.1 RESEARCH USES AND UTILITIES 

The polynucleotides provided by the present invention can be used by the research 
community for various purposes. The polynucleotides can be used to express recombinant 
protein for analysis, characterization or therapeutic use; as markers for tissues in which the 
corresponding protein is preferentially expressed (either constitutively or at a particular stage 
30 of tissue differentiation or development or in disease states); as molecular weight markers on 
gels; as chromosome markers or tags (when labeled) to identify chromosomes or to map 
related gene positions; to compare with endogenous DNA sequences in patients to identify 
potential genetic disorders; as probes to hybridize and thus discover novel, related DNA 
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sequences; as a source of information to derive PCR primers for genetic fingerprinting; as a 
probe to "subtract-out" known sequences in the process of discovering other novel 
polynucleotides; for selecting and making oligomers for attachment to a "gene chip" or other 
support, including for examination of expression patterns; to raise anti-protein antibodies 

5 using DNA immunization techniques; and as an antigen to raise anti-DNA antibodies or 
elicit another immune response. Where the polynucleotide encodes a protein which binds or 
potentially binds to another protein (such as, for example, in a receptor-ligand interaction), 
the polynucleotide can also be used in interaction trap assays (such as, for example, that 
described in Gyuris et al, Cell 75:791-803 (1993)) to identify polynucleotides encoding the 

10 other protein with which binding occurs or to identify inhibitors of the binding interaction. 

The polypeptides provided by the present invention can similarly be used in assays to 
determine biological activity, including in a panel of multiple proteins for high-throughput 
screening; to raise antibodies or to elicit another immune response; as a reagent (including 
the labeled reagent) in assays designed to quantitatively determine levels of the protein (or 

15 its receptor) in biological fluids; as markers for tissues in which the corresponding 

polypeptide is preferentially expressed (either constitutively or at a particular stage of tissue 
differentiation or development or in a disease state); and, of course, to isolate correlative 
receptors or ligands. Proteins involved in these binding interactions can also be used to 
screen for peptide or small molecule inhibitors or agonists of the binding interaction. 

20 Any or all of these research utilities are capable of being developed into reagent 

grade or kit format for commercialization as research products. 

Methods for performing the uses listed above are well known to those skilled in the 
art References disclosing such methods include without limitation "Molecular Cloning: A 
Laboratory Manual", 2d ed., Cold Spring Harbor Laboratory Press, Sambrook, J., E. F. 

25 Fritsch and T. Maniatis eds., 1989, and "Methods in Enzymology: Guide to Molecular 
Cloning Techniques", Academic Press, Berger, S. L. and A. R. Kimmel eds., 1987. 

4.10.2 NUTRITIONAL USES 

Polynucleotides and polypeptides of the present invention can also be used as 
30 nutritional sources or supplements. Such uses include without limitation use as a protein or 
amino acid supplement, use as a carbon source, use as a nitrogen source and use as a source of 
carbohydrate. In such cases the polypeptide or polynucleotide of the invention can be added to 
the feed of a particular organism or can be administered as a separate solid or liquid 
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preparation, such as in the form of powder, pills, solutions, suspensions or capsules. In the case 
of microorganisms, the polypeptide or polynucleotide of the invention can be added to the 
medium in or on which the microorganism is cultured. 

5 4.10.3 CYTOKINE AND CELL PROLIFERATION/DIFFERENTIATION 

ACTIVITY 

A polypeptide of the present invention may exhibit activity relating to cytokine, cell 
proliferation (either inducing or inhibiting) or cell differentiation (either inducing or 
inhibiting) activity or may induce production of other cytokines in certain cell populations. 

10 A polynucleotide of the invention can encode a polypeptide exhibiting such attributes. 
Many protein factors discovered to date, including all known cytokines, have exhibited 
activity in one or more factor-dependent cell proliferation assays, and hence the assays serve 
as a convenient confirmation of cytokine activity. The activity of therapeutic compositions 
of the present invention is evidenced by any one of a number of routine factor dependent cell 

15 proliferation assays for cell lines including, without limitation, 32D, DA2, DA1G, T10, B9, 
B9/1 1, BaF3, MC9/G, M+(preB M+), 2E8, RB5, DAI, 123, Tl 165, HT2, CTLL2, TF-1, 
Mo7e, CMK, HUVEC, and Caco. Therapeutic compositions of the invention can be used in 
the following: 

Assays for T-cell or thymocyte proliferation include without limitation those 
20 described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. 

Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 

Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 

Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; 

Bertagnolli et al., J. Immunol. 145:1706-1712, 1990; Bertagnolli et al., Cellular Immunology 
25 133:327-341, 1991; Bertagnolli, et al, I. Immunol. 149:3778-3783, 1992; Bowman et al, I. 

Immunol. 152:1756-1761, 1994. 

Assays for cytokine production and/or proliferation of spleen cells, lymph node cells 

or thymocytes include, without limitation, those described in: Polyclonal T cell stimulation, 

Kruisbeek, A. M. and Shevach, E. M. In Current Protocols in Immunology. J. E. e.a. Coligan 
30 eds. Vol 1 pp. 3.12.1-3.12.14, John Wiley and Sons, Toronto. 1994; and Measurement of 

mouse and human interleukm-y, Schreiber, R. D. In Current Protocols in Immunology. J. E. 

e.a. Coligan eds. Vol 1 pp. 6.8.1-6.8.8, John Wiley and Sons, Toronto. 1994. 
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Assays for proliferation and differentiation of hematopoietic and lymphopoietic cells 
include, without limitation, those described in: Measurement of Human and Murine 
Interleukin 2 and Interleukin 4, Bottomly, KL, Davis, L. S. and Lipsky, P. E. In Current 
Protocols in Immunology. J. E. e.a. Coligan eds. Vol 1 pp. 6.3.1-6.3.12, John Wiley and 

5 Sons, Toronto. 1991; deVriesetal., J.Exp.Med. 173:1205-1211, 1991; Moreauet al., 
Nature 336:690-692, 1988; Greenberger et al., Proc. Natl. Acad. Sci. U.S.A. 80:2931-2938, 
1983; Measurement of mouse and human interleukin 6-Nordan, R. In Current Protocols in 
Immunology. J. E. Coligan eds. Vol 1 pp. 6.6.1-6.6.5, John Wiley and Sons, Toronto. 1991; 
Smith et al., Proc. Natl. Aced. Sci. U.S.A. 83:1857-1861, 1986; Measurement of human 

10 Interleukin 1 1-Bennett, F., Giannotti, J., Clark, S. C. and Turner, K. J. In Current Protocols 
in Immunology. J. E. Coligan eds. Vol 1 pp. 6.15.1 John Wiley and Sons, Toronto. 1991; 
Measurement of mouse and human Interleukin 9-Ciarletta, A., Giannotti, J., Clark, S. C. 
and Turner, K. J. In Current Protocols in Immunology. J. E. Coligan eds. Vol 1 pp. 6.13.1, 
John Wiley and Sons, Toronto. 1991. 

15 Assays for T-cell clone responses to antigens (which will identify, among others, 

proteins that affect APC-T cell interactions as well as direct T-cell effects by measuring 
proliferation and cytokine production) include, without limitation, those described in: 
Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. Margulies, 
E. M. Shevach, W Strober, Pub. Greene Publishing Associates and Wiley-Interscience 

20 (Chapter 3, In Vitro assays for Mouse Lymphocyte Function; Chapter 6, Cytokines and their 
cellular receptors; Chapter 7, Immunologic studies in Humans); Weinberger et al., Proc. 
Natl. Acad. Sci. USA 77:6091-6095, 1980; Weinberger et al., Eur. J. Immun. 11:405-411, 
1981;Takaietal., J.Immunol. 137:3494-3500, 1986; Takaietal., J. Immunol. 140:508-512, 
1988. 

25 

4.10.4 STEM CELL GROWTH FACTOR ACTIVITY 

A polypeptide of the present invention may exhibit stem cell growth factor activity 
and be involved in the proliferation, differentiation and survival of pluripotent and totipotent 
stem cells including primordial germ cells, embryonic stem cells, hematopoietic stem cells 
30 and/or germ line stem cells. Administration of the polypeptide of the invention to stem cells 
in vivo or ex vivo is expected to maintain and expand cell populations in a totipotential or 
pluripotential state which would be useful for re-engineering damaged or diseased tissues, 
transplantation, manufacture of bio-pharmaceuticals and the development of bio-sensors. 
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The ability to produce large quantities of human cells has important working applications for 
the production of human proteins which currently must be obtained from non-human sources 
or donors, implantation of cells to treat diseases such as Parkinson's, Alzheimer's and other 
neurodegenerative diseases; tissues for grafting such as bone marrow, skin, cartilage, 
5 tendons, bone, muscle (including cardiac muscle), blood vessels, cornea, neural cells, 
gastrointestinal cells and others; and organs for transplantation such as kidney, liver, 
pancreas (including islet cells), heart and lung. 

It is contemplated that multiple different exogenous growth factors and/or cytokines 
may be administered in combination with the polypeptide of the invention to achieve the 

10 desired effect, including any of the growth factors listed herein, other stem cell maintenance 
factors, and specifically including stem cell factor (SCF), leukemia inhibitory factor (TJF), 
Flt-3 ligand (Flt-3L), any of the interleukins, recombinant soluble EL-6 receptor fused to IL- 
6, macrophage inflammatory protein 1-alpha (MIP-1 -alpha), G-CSF, GM-CSF, 
thrombopoietin (TPO), platelet factor 4 (PF-4), platelet-derived growth factor (PDGF), 

1 5 neural growth factors and basic fibroblast growth factor (bFGF). 

Since totipotent stem cells can give rise to virtually any mature cell type, expansion 
of these cells in culture will facilitate the production of large quantities of mature cells. 
Techniques for culturing stem cells are known in the art and administration of polypeptides 
of the invention, optionally with other growth factors and/or cytokines, is expected to 

20 enhance the survival and proliferation of the stem cell populations. This can be 

accomplished by direct administration of the polypeptide of the invention to the culture 
medium. Alternatively, stroma cells transfected with a polynucleotide that encodes for the 
polypeptide of the invention can be used as a feeder layer for the stem cell populations in 
culture or in vivo. Stromal support cells for feeder layers may include embryonic bone 

25 marrow fibroblasts, bone marrow stromal cells, fetal liver cells, or cultured embryonic 
fibroblasts (see U.S. Patent No. 5,690,926). 

Stem cells themselves can be transfected with a polynucleotide of the invention to 
induce autocrine expression of the polypeptide of the invention. This will allow for 
generation of undifferentiated totipotential/pluripotential stem cell lines that are useful as is 

30 or that can then be differentiated into the desired mature cell types. These stable cell lines 
can also serve as a source of undifferentiated totipotential/pluripotential mRNA to create 
cDNA libraries and templates for polymerase chain reaction experiments. These studies 
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would allow for the isolation and identification of differentially expressed genes in stem cell 
populations that regulate stem cell proliferation and/or maintenance. 

Expansion and maintenance of totipotent stem cell populations will be useful in the 
treatment of many pathological conditions. For example, polypeptides of the present 
5 invention may be used to manipulate stem cells in culture to give rise to neuroepithelial cells 
that can be used to augment or replace cells damaged by illness, autoimmune disease, 
accidental damage or genetic disorders. The polypeptide of the invention may be useful for 
inducing the proliferation of neural cells and for the regeneration of nerve and brain tissue, 
i.e. for the treatment of central and peripheral nervous system diseases and neuropathies, as 
10 well as mechanical and traumatic disorders which involve degeneration, death or trauma to 
neural cells or nerve tissue. In addition, the expanded stem cell populations can also be 
genetically altered for gene therapy purposes and to decrease host rejection of replacement 
tissues after grafting or implantation. 

Expression of the polypeptide of the invention and its effect on stem cells can also be 
15 manipulated to achieve controlled differentiation of the stem cells into more differentiated 
cell types. A broadly applicable method of obtaining pure populations of a specific 
differentiated cell type from undifferentiated stem cell populations involves the use of a cell- 
type specific promoter driving a selectable marker. The selectable marker allows only cells 
of the desired type to survive. For example, stem cells can be induced to differentiate into 
20 cardiomyocytes (Wobus et al., Differentiation, 48: 173-1 82, (1991); Klug et al., J. Clin. 
Invest, 98(1): 216-224, (1998)) or skeletal muscle cells (Browder, L. W. In: Principles of 
Tissue Engineering eds. Lanza et al., Academic Press (1997)). Alternatively, directed 
differentiation of stem cells can be accomplished by culturing the stem cells in the presence 
of a differentiation factor such as retinoic acid and an antagonist of the polypeptide of the 
25 invention which would inhibit the effects of endogenous stem cell factor activity and allow 
differentiation to proceed 

In vitro cultures of stem cells can be used to determine if the polypeptide of the 
invention exhibits stem cell growth factor activity. Stem cells are isolated from any one of 
various cell sources (including hematopoietic stem cells and embryonic stem cells) and 
30 cultured on a feeder layer, as described by Thompson et al. Proc. Natl. Acad. Sci, U.S.A., 
92: 7844-7848 (1995), in the presence of the polypeptide of the invention alone or in 
combination with other growth factors or cytokines. The ability of the polypeptide of the 
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invention to induce stem cells proliferation is determined by colony formation on semi-solid 
support e.g. as described by Bernstein et al., Blood, 77: 2316-2321 (1991). 

4.10.5 HEMATOPOIESIS REGULATING ACTIVITY 

5 A polypeptide of the present invention may be involved in regulation of 

hematopoiesis and, consequently, in the treatment of myeloid or lymphoid cell disorders. 
Even marginal biological activity in support of colony forming cells or of factor-dependent 
cell lines indicates involvement in regulating hematopoiesis, e.g. in supporting the growth 
and proliferation of erythroid progenitor cells alone or in combination with other cytokines, 

10 thereby indicating utility, for example, in treating various anemias or for use in conjunction 
with irradiation/chemotherapy to stimulate the production of erythroid precursors and/or 
erythroid cells; in supporting the growth and proliferation of myeloid cells such as 
granulocytes and monocytes/macrophages (i.e., traditional CSF activity) useful, for example, 
in conjunction with chemotherapy to prevent or treat consequent myelo-suppression; in 

1 5 supporting the growth and proliferation of megakaryocytes and consequently of platelets 
thereby allowing prevention or treatment of various platelet disorders such as 
thrombocytopenia, and generally for use in place of or complimentary to platelet 
transfusions; and/or in supporting the growth and proliferation of hematopoietic stem cells 
which are capable of maturing to any and all of the above-mentioned hematopoietic cells and 

20 therefore find therapeutic utility in various stem cell disorders (such as those usually treated 
with transplantation, including, without limitation, aplastic anemia and paroxysmal nocturnal 
hemoglobinuria), as well as in repopulating the stem cell compartment post 
irradiation/chemotherapy, either in-vivo or ex-vivo (i.e., in conjunction with bone marrow 
transplantation or with peripheral progenitor cell transplantation (homologous or 

25 heterologous)) as normal cells or genetically manipulated for gene therapy. 

Therapeutic compositions of the invention can be used in the following: 
Suitable assays for proliferation and differentiation of various hematopoietic lines are 
cited above. 

Assays for embryonic stem cell differentiation (which will identify, among others, 
30 proteins that influence embryonic differentiation hematopoiesis) include, without limitation, 
those described in: Johansson et al. Cellular Biology 15:141-151, 1995; Keller et al., 
Molecular and Cellular Biology 13:473-486, 1993; McClanahan et al., Blood 81:2903-2915, 
1993. 
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Assays for stem cell survival and differentiation (which will identify, among others, 
proteins that regulate lympho-hematopoiesis) include, without limitation, those described in: 
Methylcellulose colony forming assays, Freshney, M. G. In Culture of Hematopoietic Cells. 
R. L Freshney, et al. eds. Vol pp. 265-268, Wiley-Liss, Inc., New York, N.Y. 1994; 

5 Hirayama et al, Proc. Natl. Acad. Sci. USA 89:5907-591 1, 1992; Primitive hematopoietic 
colony forming cells with high proliferative potential, McNiece, I. K. and Briddell, & A. In 
Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 23-39, Wiley-Liss, Inc., 
New York, N.Y. 1994; Neben et al., Experimental Hematology 22:353-359, 1994; 
Cobblestone area forming cell assay, Ploemacher, R. E. In Culture of Hematopoietic Cells. 

10 R. I. Freshney, et al. eds. Vol pp. 1-21, Wiley-Liss, Inc., New York, N.Y. 1994; Long term 
bone marrow cultures in the presence of stromal cells, Spooncer, E., Dexter, M. and Allen, 
T. In Culture of Hematopoietic Cells. R. L Freshney, et al. eds. Vol pp. 163-179, Wiley-Liss, 
Inc., New York, N.Y. 1994; Long term culture initiating cell assay, Sutherland, H. J. In 
• Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 139-162, Wiley-Liss, Inc., 

15 "New York, N.Y. 1994. 

4,10.6 TISSUE GROWTH ACTIVITY 

A polypeptide of the present invention also may be involved in bone, cartilage, 
tendon, ligament and/or nerve tissue growth or regeneration, as well as in wound healing and 

20 tissue repair and replacement, and in healing of burns, incisions and ulcers. 

A polypeptide of the present invention which induces cartilage and/or bone growth in 
circumstances where bone is not normally formed, has application in the healing of bone 
fractures and cartilage damage or defects in humans and other animals. Compositions of a 
polypeptide, antibody, binding partner, or other modulator of the invention may have 

25 prophylactic use in closed as well as open fracture reduction and also in the improved 
fixation of artificial joints. De novo bone formation induced by an osteogenic agent 
contributes to the repair of congenital, trauma induced, or oncologic resection induced 
craniofacial defects, and also is useful in cosmetic plastic surgery. 

A polypeptide of this invention may also be involved in attracting bone-forming 

30 cells, stimulating growth of bone-forming cells, or inducing differentiation of progenitors of 
bone-forming cells. Treatment of osteoporosis, osteoarthritis, bone degenerative disorders, or 
periodontal disease, such as through stimulation of bone and/or cartilage repair or by 
blocking inflammation or processes of tissue destruction (collagenase activity, osteoclast 
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activity, etc.) mediated by inflammatory processes may also be possible using the 
composition of the invention. 

Another category of tissue regeneration activity that may involve the polypeptide of 
the present invention is tendon/ligament formation. Induction of tendon/ligament-like tissue 
5 or other tissue formation in circumstances where such tissue is not normally formed, has 
application in the healing of tendon or ligament tears, deformities and other tendon or 
ligament defects in humans and other animals. Such a preparation employing a 
tendon/ligament-like tissue inducing protein may have prophylactic use in preventing 
damage to tendon or ligament tissue, as well as use in the improved fixation of tendon or 

1 0 ligament to bone or other tissues, and in repairing defects to tendon or ligament tissue. De 
novo tendon/ligament-like tissue formation induced by a composition of the present 
invention contributes to the repair of congenital, trauma induced, or other tendon or ligament 
defects of other origin, and is also useful in cosmetic plastic surgery for attachment or repair 
of tendons or ligaments. The compositions of the present invention may provide 

1 5 environment to attract tendon- or ligament-forming cells, stimulate growth of tendon- or 
ligament-forming cells, induce differentiation of progenitors of tendon- or ligament-forming 
cells, or induce growth of tendon/ligament cells or progenitors ex vivo for return in vivo to 
effect tissue repair. The compositions of the invention may also be usefiil in the treatment of 
tendinitis, carpal tunnel syndrome and other tendon or ligament defects. The compositions 

20 may also include an appropriate matrix and/or sequestering agent as a carrier as is well 
known in the art. 

The compositions of the present invention may also be useful for proliferation of 
neural cells and for regeneration of nerve and brain tissue, i.e. for the treatment of central 
and peripheral nervous system diseases and neuropathies, as well as mechanical and 

25 traumatic disorders, which involve degeneration, death or trauma to neural cells or nerve 
tissue. More specifically, a composition may be used in the treatment of diseases of the 
peripheral nervous system, such as peripheral nerve injuries, peripheral neuropathy and 
localized neuropathies, and central nervous system diseases, such as Alzheimer's, 
Parkinson's disease, Huntington's disease, amyotrophic lateral sclerosis, and Shy-Drager 

30 syndrome. Further conditions which may be treated in accordance with the present invention 
include mechanical and traumatic disorders, such as spinal cord disorders, head trauma and 
cerebrovascular diseases such as stroke. Peripheral neuropathies resulting from 
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chemotherapy or other medical therapies may also be treatable using a composition of the 
invention. 

Compositions of the invention may also be useful to promote better or faster closure 
of non-healing wounds, including without limitation pressure ulcers, ulcers associated with 
5 vascular insufficiency, surgical and traumatic wounds, and the like. 

Compositions of the present invention may also be involved in the generation or 
regeneration of other tissues, such as organs (including, for example, pancreas, liver, 
intestine, kidney, skin, endothelium), muscle (smooth, skeletal or cardiac) and vascular 
(including vascular endothelium) tissue, or for promoting the growth of cells comprising 
0 such tissues. Part of the desired effects may be by inhibition or modulation of fibrotic 

scarring may allow normal tissue to regenerate. A polypeptide of the present invention may 
also exhibit angiogenic activity. 

A composition of the present invention may also be useful for gut protection or 
regeneration and treatment of lung or liver fibrosis, reperfusion injury in various tissues, and 
5 conditions resulting from systemic cytokine damage. 

A composition of the present invention may also be useful for promoting or 
inhibiting differentiation of tissues described above from precursor tissues or cells; or for 
inhibiting the growth of tissues described above. 

Therapeutic compositions of the invention can be used in the following: 
0 Assays for tissue generation activity include, without limitation, those described in: 

International Patent Publication No. WO95/16035 (bone, cartilage, tendon); International 
Patent Publication No. WO95/05846 (nerve, neuronal); International Patent Publication No. 
WO91/07491 (skin, endothelium). 

Assays for wound healing activity include, without limitation, those described in: 
:5 Winter, Epidermal Wound Healing, pps. 71-1 12 (Maibach, H. I. and Rovee, D. T., eds.), 
Year Book Medical Publishers, Inc., Chicago, as modified by Eaglstein and Mertz, J. Invest 
Dermatol 71:382-84 (1978). 

4.10.7 IMMUNE STIMULATING OR SUPPRESSING ACTIVITY 

»0 A polypeptide of the present invention may also exhibit immune stimulating or 

immune suppressing activity, including without limitation the activities for which assays are 
described herein. A polynucleotide of the invention can encode a polypeptide exhibiting 
such activities. A protein may be useful in the treatment of various immune deficiencies and 
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disorders (including severe combined immunodeficiency (SCID)), e.g., in regulating (up or 
down) growth and proliferation of T and/or B lymphocytes, as well as effecting the cytolytic 
activity of NK cells and other cell populations. These immune deficiencies may be genetic or 
be caused by viral (e.g., HIV) as well as bacterial or fungal infections, or may result from 
5 autoimmune disorders. More specifically, infectious diseases causes by viral, bacterial, 
fungal or other infection may be treatable using a protein of the present invention, including 
infections by HTV, hepatitis viruses, herpes viruses, mycobacteria, Leishmania spp., malaria 
spp. and various fungal infections such as candidiasis. Of course, in this regard, proteins of 
the present invention may also be useful where a boost to the immune system generally may 

1 0 be desirable, i.e., in the treatment of cancer. 

Autoimmune disorders which may be treated using a protein of the present invention 
include, for example, connective tissue disease, multiple sclerosis, systemic lupus 
erythematosus, rheumatoid arthritis, autoimmune pulmonary inflammation, Guillain-Barre 
syndrome, autoimmune thyroiditis, insulin dependent diabetes mellitis, myasthenia gravis, 

1 5 graft-versus-host disease and autoimmune inflammatory eye disease. Such a protein (or 
antagonists thereof, including antibodies) of the present invention may also to be useful in 
the treatment of allergic reactions and conditions (e.g. 9 anaphylaxis, serum sickness, drug 
reactions, food allergies, insect venom allergies, mastocytosis, allergic rhinitis, 
hypersensitivity pneumonitis, urticaria, angioedema, eczema, atopic dermatitis, allergic 

20 contact dermatitis, erythema multiforme, Stevens Johnson syndrome, allergic conjunctivitis, 
atopic keratoconjunctivitis, venereal keratoconjunctivitis, giant papillary conjunctivitis and 
contact allergies), such as asthma (particularly allergic asthma) or other respiratory 
problems. Other conditions, in which immune suppression is desired (including, for 
example, organ transplantation), may also be treatable using a protein (or antagonists 

25 thereof) of the present invention. The therapeutic effects of the polypeptides or antagonists 
thereof on allergic reactions can be evaluated by in vivo animals models such as the 
cumulative contact enhancement test (Lastbom et al., Toxicology 125: 59-66, 1998), skin 
prick test (Hoffinann et al., Allergy 54: 446-54, 1999), guinea pig skin sensitization test 
(Vohr et al., Arch. Toxocol. 73: 501-9), and murine local lymph node assay (Kimber et al., 

30 J. Toxicol. Environ. Health 53 : 563-79). 

Using the proteins of the invention it may also be possible to modulate immune 
responses, in a number of ways. Down regulation may be in the form of inhibiting or 
blocking an immune response already in progress or may involve preventing the induction of 



WO 2004/080148 



PCT/US2003/030720 



54 

an immune response. The functions of activated T cells may be inhibited by suppressing T 
cell responses or by inducing specific tolerance in T cells, or both. Immunosuppression of T 
cell responses is generally an active, non-antigen-specific, process which requires continuous 
exposure of the T cells to the suppressive agent. Tolerance, which involves inducing 

5 non-responsiveness or anergy in T cells, is distinguishable from immunosuppression in that 
it is generally antigen-specific and persists after exposure to the tolerizing agent has ceased. 
Operationally, tolerance can be demonstrated by the lack of a T cell response upon 
reexposure to specific antigen in the absence of the tolerizing agent. 

Down regulating or preventing one or more antigen functions (including without 

10 limitation B lymphocyte antigen functions (such as, for example, B7)), e.g., preventing high 
level lymphokine synthesis by activated T cells, will be useful in situations of tissue, skin 
and organ transplantation and in graft-versus-host disease (GVHD). For example, blockage 
of T cell function should result in reduced tissue destruction in tissue transplantation. 
Typically, in tissue transplants, rejection of the transplant is initiated through its recognition 

15 as foreign by T cells, followed by an immune reaction that destroys the transplant. The 

administration of a therapeutic composition of the invention may prevent cytokine synthesis 
by immune cells, such as T cells, and thus acts as an immunosuppressant Moreover, a lack 
of costimulation may also be sufficient to anergize the T cells, thereby inducing tolerance in 
a subject. Induction of long-term tolerance by B lymphocyte antigen-blocking reagents may 

20 avoid the necessity of repeated administration of these blocking reagents. To achieve 

sufficient immunosuppression or tolerance in a subject, it may also be necessary to block the 
function of a combination of B lymphocyte antigens. 

The efficacy of particular therapeutic compositions in preventing organ transplant 
rejection or GVHD can be assessed using animal models that are predictive of efficacy in 

25 humans. Examples of appropriate systems which can be used include allogeneic cardiac 
grafts in rats and xenogeneic pancreatic islet cell grafts in mice, both of which have been 
used to examine the immunosuppressive effects of CTLA4Ig fusion proteins in vivo as 
described in Lenschow et al., Science 257:789-792 (1992) and Turka et al., Proc. Natl. Acad. 
Sci USA, 89:1 1 102-1 1 105 (1992). In addition, murine models of GVHD (see Paul ed., 

30 Fundamental Immunology, Raven Press, New York, 1 989, pp. 846-847) can be used to 

determine the effect of therapeutic compositions of the invention on the development of that 
disease. 
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Blocking antigen function may also be therapeutically useful for treating 
autoimmune diseases. Many autoimmune disorders are the result of inappropriate activation 
of T cells that are reactive against self-tissue and which promote the production of cytokines 
and autoantibodies involved in the pathology of the diseases. Preventing the activation of 

5 autoreactive T cells may reduce or eliminate disease symptoms. Administration of reagents 
which block stimulation of T cells can be used to inhibit T cell activation and prevent 
production of autoantibodies or T cell-derived cytokines which may be involved in the 
disease process. Additionally, blocking reagents may induce antigen-specific tolerance of 
autoreactive T cells which could lead to long-term relief from the disease. The efficacy of 

10 blocking reagents in preventing or alleviating autoimmune disorders can be determined 
using a number of well-characterized animal models of human autoimmune diseases. 
Examples include murine experimental autoimmune encephalitis, systemic lupus 
erythmatosis in MRL/lpi/lpr mice or NZB hybrid mice, murine autoimmune collagen 
arthritis, diabetes mellitus in NOD mice and BB rats, and murine experimental myasthenia 

1 5 gravis (see Paul ed., Fundamental Immunology, Raven Press, New York, 1 989, pp. 
840-856). 

Upregulation of an antigen function (e.g., a B lymphocyte antigen function), as a 
means of up regulating immune responses, may also be useful in therapy. Upregulation of 
immune responses may be in the form of enhancing an existing immune response or eliciting 

20 an initial immune response. For example, enhancing an immune response may be useful in 
cases of viral infection, including systemic viral diseases such as influenza, the common 
cold, and encephalitis. 

Alternatively, anti-viral immune responses may be enhanced in an infected patient by 
removing T cells from the patient, costimulating the T cells in vitro with viral antigen-pulsed 

25 APCs either expressing a peptide of the present invention or together with a stimulatory 
form of a soluble peptide of the present invention and reintroducing the in vitro activated T 
cells into the patient. Another method of enhancing anti-viral immune responses would be to 
isolate infected cells from a patient, transfect them with a nucleic acid encoding a protein of 
the present invention as described herein such that the cells express all or a portion of the 

30 protein on their surface, and reintroduce the transfected cells into the patient. The infected 
cells would now be capable of delivering a costimulatory signal to, and thereby activate, T 
cells in vivo. 
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A polypeptide of the present invention may provide the necessary stimulation signal 
to T cells to induce a T cell mediated immune response against the transfected tumor cells. 
In addition, tumor cells which lack MHC class I or MHC class II molecules, or which fail to 
reexpress sufficient mounts of MHC class I or MHC class II molecules, can be transfected 

5 with nucleic acid encoding all or a portion of (e.g., a cytoplasmic-domain truncated portion) 
of an MHC class I alpha chain protein and p 2 microglobulin protein or an MHC class II 
alpha chain protein and an MHC class II beta chain protein to thereby express MHC class I 
or MHC class II proteins on the cell surface. Expression of the appropriate class I or class II 
MHC in conjunction with a peptide having the activity of a B lymphocyte antigen (e.g., 

10 B7-1, B7-2, B7-3) induces a T cell mediated immune response against the transfected tumor 
cell. Optionally, a gene encoding an antisense construct which blocks expression of an MHC 
class II associated protein, such as the invariant chain, can also be cotransfected with a DNA 
encoding a peptide having the activity of a B lymphocyte antigen to promote presentation of 
tumor associated antigens and induce tumor specific immunity. Thus, the induction of a T 

1 5 cell mediated immune response in a human subject may be sufficient to overcome 
tumor-specific tolerance in the subject. 

The activity of a protein of the invention may, among other means, be measured by 
the following methods: 

Suitable assays for thymocyte or splenocyte cytotoxicity include, without limitation, 

20 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 
D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 
Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 
Chapter 7, Immunologic studies in Humans); Herrmann et al., Proc. Natl. Acad. Sci. USA 
78:2488-2492, 1981; Herrmann etal., J. Immunol. 128:1968-1974, 1982; HandaetaL, J. 

25 Immunol. 135:1564-1572, 1985; Takai et al., I. Immunol. 137:3494-3500, 1986; Takai et al., 
J. Immunol. 140:508-512, 1988; Bowman et al., J. Virology 61:1992-1998; Bertagnolli et 
al., Cellular Immunology 133:327-341, 1991; Brown et al., J. Immunol. 153:3079-3092, 
1994. 

Assays for T-cell-dependent immunoglobulin responses and isotype switching 
30 (which will identify, among others, proteins that modulate T-cell dependent antibody 

responses and that affect Thl/Th2 profiles) include, without limitation, those described in: 
Maliszewski, J. Immunol. 144:3028-3033, 1990; and Assays for B cell function: In vitro 
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E. e.a. Coligan eds. Vol 1 pp. 3.8.1-3.8.16, John Wiley and Sons, Toronto. 1994. 

Mixed lymphocyte reaction (MLR) assays (which will identify, among others, 

proteins that generate predominantly Thl and CTL responses) include, without limitation, 
5 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 

D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 

Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 

Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; 

Takai et al., J. Immunol. 140:508-512, 1988; Bertagnolli et al., J. Immunol. 149:3778-3783, 
10 1992. 

Dendritic cell-dependent assays (which will identify, among others, proteins 
expressed by dendritic cells that activate naive T-cells) include, without limitation, those 
described in: Guery et al., J. Immunol. 134:536-544, 1995; Inaba et al., Journal of 
Experimental Medicine 173:549-559, 1991; Macatonia et al., Journal of Immunology 

15 154:5071-5079, 1995; Porgador et al., Journal of Experimental Medicine 1 82:255-260, 
1995; Nair et al., Journal of Virology 67:4062-4069, 1993; Huang et al., Science 
264:961-965, 1994; Macatonia et al., Journal of Experimental Medicine 169:1255-1264, 
1989; Bhardwaj et al., Journal of Clinical Investigation 94:797-807, 1994; and Inaba et al., 
Journal of Experimental Medicine 172:631-640, 1990. 

20 Assays for lymphocyte survival/apoptosis (which will identify, among others, 

proteins that prevent apoptosis after superantigen induction and proteins that regulate 
lymphocyte homeostasis) include, without limitation, those described in: Darzynkiewicz et 
al., Cytometry 13:795-808, 1992; Gorczyca et al., Leukemia 7:659-670, 1993; Gorczyca et 
al., Cancer Research 53:1945-1951, 1993; Itoh et al., Cell 66:233-243, 1991; Zacharchuk, 

25 Journal of Immunology 145:4037-4045, 1990; Zamai et al, Cytometry 14:891-897, 1993; 
Gorczyca et al., International Journal of Oncology 1:639-648, 1992. 

Assays for proteins that influence early steps of T-cell commitment and development 
include, without limitation, those described in: Antica et al., Blood 84:1 1 1-117, 1994; Fine 
et al., Cellular Immunology 155:1 1 1-122, 1994; Galy et al., Blood 85:2770-2778, 1995; 

30 Told et al., Proc. Nat. Acad Sci. USA 88:7548-7551, 1991. 



4.10.8 ACHVIN/INHffilN ACTIVITY 
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A polypeptide of the present invention may also exhibit activin- or inhibin-related 
activities. A polynucleotide of the invention may encode a polypeptide exhibiting such 
characteristics. Inhibins are characterized by their ability to inhibit the release of follicle 
stimulating hormone (FSH), while activins and are characterized by their ability to stimulate 

5 the release of follicle stimulating hormone (FSH). Thus, a polypeptide of the present 

invention, alone or in heterodimers with a member of the inhibin family, may be useful as a 
contraceptive based on the ability of inhibins to decrease fertility in female mammals and 
decrease spermatogenesis in male mammals. Administration of sufficient amounts of other 
inhibins can induce infertility in these mammals. Alternatively, the polypeptide of the 

10 invention, as a homodimer or as a heterodimer with other protein subunits of the inhibin 
group, may be useful as a fertility inducing therapeutic, based upon the ability of activin 
molecules in stimulating FSH release from cells of the anterior pituitary. See, for example, 
U.S. Pat No. 4,798,885. A polypeptide of the invention may also be useful for advancement 
of the onset of fertility in sexually immature mammals, so as to increase the lifetime 

15 reproductive performance of domestic animals such as, but not limited to, cows, sheep and 
pigs. 

The activity of a polypeptide of the invention may, among other means, be measured 
by the following methods. 

Assays for activin/inhibin activity include, without limitation, those described in: 
20 Vale et al., Endocrinology 91:562-572, 1972; Ling et al., Nature 321:779-782, 1986; Vale et 
al., Nature 321:776-779, 1986; Mason et al., Nature 318:659-663, 1985; Forage et al., Proc. 
Natl. Acad. Sci. USA 83:3091-3095, 1986. 

4.10.9 CHEMOTACTIC/CHEMOKINETIC ACTIVITY 

25 A polypeptide of the present invention may be involved in chemotactic or 

chemokinetic activity for mammalian cells, including, for example, monocytes, fibroblasts, 
neutrophils, T-cells, mast cells, eosinophils, epithelial and/or endothelial cells. A 
polynucleotide of the invention can encode a polypeptide exhibiting such attributes. 
Chemotactic and chemokinetic receptor activation can be used to mobilize or attract a 

30 desired cell population to a desired site of action. Chemotactic or chemokinetic compositions 
(e.g. proteins, antibodies, binding partners, or modulators of the invention) provide particular 
advantages in treatment of wounds and other trauma to tissues, as well as in treatment of 
localized infections. For example, attraction of lymphocytes, monocytes or neutrophils to 
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tumors or sites of infection may result in improved immune responses against the tumor or 
infecting agent 

A protein or peptide has chemotactic activity for a particular cell population if it can 
stimulate, directly or indirectly, the directed orientation or movement of such cell 
5 population. Preferably, the protein or peptide has the ability to directly stimulate directed 
movement of cells. Whether a particular protein has chemotactic activity for a population of 
cells can be readily determined by employing such protein or peptide in any known assay for 
cell chemotaxis. 

Therapeutic compositions of the invention can be used in the following: 
10 Assays for chemotactic activity (which will identify proteins that induce or prevent 

chemotaxis) consist of assays that measure the ability of a protein to induce the migration of 
cells across a membrane as well as the ability of a protein to induce the adhesion of one cell 
population to another cell population. Suitable assays for movement and adhesion include, 
without limitation, those described in: Current Protocols in Immunology, Ed by J. E. 
15 Coligan, A. M. Kruisbeek, D. H. Marguiles, E. M. Shevach, W. Strober, Pub. Greene 

Publishing Associates and Wiley-Interscience (Chapter 6.12, Measurement of alpha and beta 
Chemokines 6.12.1-6.12.28; Taub etal. J. Clin. Invest. 95:1370-1376, 1995; Lind et al. 
APMS 103:140-146, 1995; Muller et al Eur. J. Immunol. 25:1744-1748; Gruber et al. J. of 
Immunol. 152:5860-5867, 1994; Johnston et al. J. of Immunol. 153:1762-1768, 1994. 

20 

4.10.10 HEMOSTATIC AND THROMBOLYTIC ACTIVITY 
A polypeptide of the invention may also be involved in hemostatis or thrombolysis or 
thrombosis. A polynucleotide of the invention can encode a polypeptide exhibiting such 
attributes. Compositions may be useful in treatment of various coagulation disorders 
25 (including hereditary disorders, such as hemophilias) or to enhance coagulation and other 
hemostatic events in treating wounds resulting from trauma, surgery or other causes. A 
composition of the invention may also be useful for dissolving or inhibiting formation of 
thromboses and for treatment and prevention of conditions resulting therefrom (such as, for 
example, infarction of cardiac and central nervous system vessels (e.g., stroke). 
30 Therapeutic compositions of the invention can be used in the following: 

Assay for hemostatic and thrombolytic activity include, without limitation, those 
described in: Linet et al., J. Clin. Pharmacol. 26:131-140, 1986; Burdick et al., Thrombosis 
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Res. 45:413^19, 1987; Humphrey et al., Fibrinolysis 5:71-79 (1991); Schaub, 
Prostaglandins 35:467-474, 1988. 



4.10.11 CANCER DIAGNOSIS AND THERAPY 

5 Polypeptides of the invention may be involved in cancer cell generation, proliferation 

or metastasis. Detection of the presence or amount of polynucleotides or polypeptides of the 
invention may be useful for the diagnosis and/or prognosis of one or more types of cancer. 
For example, the presence or increased expression of a polynucleotide/polypeptide of the 
invention may indicate a hereditary risk of cancer, a precancerous condition, or an ongoing 

10 malignancy. Conversely, a defect in the gene or absence of the polypeptide may be 
associated with a cancer condition. Identification of single nucleotide polymorphisms 
associated with cancer or a predisposition to cancer may also be useful for diagnosis or 
prognosis. 

Cancer treatments promote tumor regression by inhibiting tumor cell proliferation, 

1 5 inhibiting angiogenesis (growth of new blood vessels that is necessary to support tumor 
growth) and/or prohibiting metastasis by reducing tumor cell motility or invasiveness. 
Therapeutic compositions of the invention may be effective in adult and pediatric oncology 
including in solid phase tumors/malignancies, locally advanced tumors, human soft tissue 
sarcomas, metastatic cancer, including lymphatic metastases, blood cell malignancies 

20 including multiple myeloma, acute and chronic leukemias, and lymphomas, head and neck 
cancers including mouth cancer, larynx cancer and thyroid cancer, lung cancers including 
small cell carcinoma and non-small cell cancers, breast cancers including small cell 
carcinoma and ductal carcinoma, gastrointestinal cancers including esophageal cancer, 
stomach cancer, colon cancer, colorectal cancer and polyps associated with colorectal 

25 neoplasia, pancreatic cancers, liver cancer, urologic cancers including bladder cancer and 
prostate cancer, malignancies of the female genital tract including ovarian carcinoma, uterine 
(including endometrial) cancers, &nd solid tumor in the ovarian follicle, kidney cancers 
including renal cell carcinoma, brain cancers including intrinsic brain tumors, 
neuroblastoma, astrocytic brain tumors, gliomas, metastatic tumor cell invasion in the central 

30 nervous system, bone cancers including osteomas, skin cancers including malignant 

melanoma, tumor progression of human skin keratinocytes, squamous cell carcinoma, basal 
cell carcinoma, hemangiopericytoma and Karposi's sarcoma. 

Polypeptides, polynucleotides, or modulators of polypeptides of the invention 



WO 2004/080148 



PCT/US2003/030720 



61 

(including inhibitors and stimulators of the biological activity of the polypeptide of the 
invention) may be administered to treat cancer. Therapeutic compositions can be 
administered in therapeutically effective dosages alone or in combination with adjuvant 
cancer therapy such as surgery, chemotherapy, radiotherapy, thermotherapy, and laser 
5 therapy, and may provide a beneficial effect, e.g. reducing tumor size, slowing rate of tumor 
growth, inhibiting metastasis, or otherwise improving overall clinical condition, without 
necessarily eradicating the cancer. 

The composition can also be administered in therapeutically effective amounts as a 
portion of an anti-cancer cocktail. An anti-cancer cocktail is a mixture of the polypeptide or 
1 0 modulator of the invention with one or more anti-cancer drugs in addition to a 

pharmaceutical^ acceptable carrier for delivery. The use of anti-cancer cocktails as a cancer 
treatment is routine. Anti-cancer drugs that are well known in the art and can be used as a 
treatment in combination with the polypeptide or modulator of the invention include: 
Actinomycin D, Aminoglutethimide, Asparaginase, Bleomycin, Busulfan, Carboplatin, 
1 5 Carmustine, Chlorambucil, Cisplatin (cis-DDP), Cyclophosphamide, Cytarabine HC1 

(Cytosine arabinoside), Dacarbazine, Dactinomycin, Daunorubicin HC1, Doxorubicin HC1, 
Estramustine phosphate sodium, Etoposide (VI 6-21 3), Floxuridine, 5-Fluorouracil (5-Fu), 
Flutamide, Hydroxyurea (hydroxycarbamide), Ifosfamide, Interferon Alpha-2a, Interferon 
Alpha-2b, Leuprolide acetate (LHRH-releasing factor analog), Lomustine, Mechlorethamine 
20 HC1 (nitrogen mustard), Melphalan, Mercaptopurine, Mesna, Methotrexate (MTX), 

Mitomycin, Mitoxantrone HC1, Octreotide, Plicamycin, Procarbazine HC1, Streptozocin, 
Tamoxifen citrate, Thioguanine, Thiotepa, Vinblastine sulfate, Vincristine sulfate, 
Amsacrine, Azacitidine, Hexamethylmelamine, Interleukin-2, Mitoguazone, Pentostatin, 
Semustine, Teniposide, and Vindesine sulfate. 
25 In addition, therapeutic compositions of the invention may be used for prophylactic 

treatment of cancer. There are hereditary conditions and/or environmental situations (e.g. 
exposure to carcinogens) known in the art that predispose an individual to developing 
cancers. Under these circumstances, it may be beneficial to treat these individuals with 
therapeutically effective doses of the polypeptide of the invention to reduce the risk of 
30 developing cancers. 

In vitro models can be used to determine the effective doses of the polypeptide of the 
invention as a potential cancer treatment. These in vitro models include proliferation assays 
of cultured tumor cells, growth of cultured tumor cells in soft agar (see Freshney, (1987) 
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Culture of Animal Cells: A Manual of Basic Technique, Wily-Liss, New York, NY Ch 18 
and Ch 21), tumor systems in nude mice as described in Giovanella et al., J. Natl. Can. Inst, 
52: 921-30 (1974), mobility and invasive potential of tumor cells in Boyden Chamber assays 
as described in Pilkington et al., Anticancer Res., 17: 4107-9 (1997), and angiogenesis 
5 assays such as induction of vascularization of the chick chorioallantoic membrane or 
induction of vascular endothelial cell migration as described in Ribatta et al., Intl. J. Dev. 
Biol., 40: 1189-97 (1999) and Li et al., Clin. Exp. Metastasis, 17:423-9 (1999), respectively. 
Suitable tumor cells lines are available, e.g. from American Type Tissue Culture Collection 
catalogs. 



4.10.12 RECEPTOR/LIGAND ACTIVITY 

A polypeptide of the present invention may also demonstrate activity as'receptor, 
receptor ligand or inhibitor or agonist of receptor/ligand interactions. A polynucleotide, of 
the invention can encode a polypeptide exhibiting such characteristics. Examples of such 
1 5 receptors and ligands include, without limitation, cytokine receptors and their ligands, 
receptor kinases and their ligands, receptor phosphatases and their ligands, receptors 
involved in cell-cell interactions and their ligands (including without limitation, cellular 
adhesion molecules (such as selectins, integrins and their ligands) and receptorAigand pairs 
involved in antigen presentation, antigen recognition and development of cellular and 
20 humoral immune responses. Receptors and ligands are also useful for screening of potential 
peptide or small molecule inhibitors of the relevant receptor/ligand interaction. A protein of 
the present invention (including, without limitation, fragments of receptors and ligands) may 
themselves be useful as inhibitors of receptor/ligand interactions. 

The activity of a polypeptide of the invention may, among other means, be measured 
25 by the following methods: 

Suitable assays for receptor-ligand activity include without limitation those described 
in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. 
Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and Wiley- 
Interscience (Chapter 7.28, Measurement of Cellular Adhesion under static conditions 
30 7.28.1- 7.28.22), Takai et al., Proc. Natl. Acad. Sci. USA 84:6864-6868, 1987; Bierer et al., 
J. Exp. Med. 168:1145-1156, 1988; Rosenstein et al., J. Exp. Med. 169:149-160 1989; 
Stoltenborg et al., J. Immunol. Methods 175:59-68, 1994; Stitt etal., Cell 80:661-670, 1995. 
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By way of example, the polypeptides of the invention may be used as a receptor for a 
ligand(s) thereby transmitting the biological activity of that ligand(s). Ligands may be 
identified through binding assays, affinity chromatography, dihybrid screening assays, 
BIAcore assays, gel overlay assays, or other methods known in the art. 
5 Studies characterizing drugs or proteins as agonist or antagonist or partial agonists or 

a partial antagonist require the use of other proteins as competing ligands. The polypeptides 
of the present invention or ligand(s) thereof may be labeled by being coupled to 
radioisotopes, colorimetric molecules or a toxin molecules by conventional methods. 
("Guide to Protein Purification" Murray P. Deutscher (ed) Methods in Enzymology Vol. 182 
10 (1990) Academic Press, Inc. San Diego). Examples of radioisotopes include, but are not 
limited to, tritium and carbon- 14 . Examples of colorimetric molecules include, but are not 
limited to, fluorescent molecules" such as fluorescamine, or rhodamine or other colorimetric 
. molecules. Examples of toxins include, but are not limited, to ricin. 

15 4.10.13 DRUG SCREENING 

This invention is particularly useful for screening chemical compounds by using the 
novel polypeptides or binding fragments thereof in any of a variety of drug screening 
techniques. The polypeptides or fragments employed in such a test may either be free in 
solution, affixed to a solid support, borne on a cell surface or located intracellularly. One 

20 method of drug screening utilizes eukaryotic or prokaryotic host cells which are stably 
transformed with recombinant nucleic acids expressing the polypeptide or a fragment 
thereof. Drugs are screened against such transformed cells in competitive binding assays. 
Such cells, either in viable or fixed form, can be used for standard binding assays. One may 
measure, for example, the formation of complexes between polypeptides of the invention or 

25 fragments and the agent being tested or examine the diminution in complex formation 

between the novel polypeptides and an appropriate cell line, which are well known in the art. 

Sources for test compounds that may be screened for ability to bind to or modulate 
(i.e., increase or decrease) the activity of polypeptides of the invention include (1) inorganic 
and organic chemical libraries, (2) natural product libraries, and (3) combinatorial libraries 

30 comprised of either random or mimetic peptides, oligonucleotides or organic molecules. 

Chemical libraries may be readily synthesized or purchased from a number of 
commercial sources, and may include structural analogs of known compounds or compounds 
that are identified as "hits" or "leads" via natural product screening. 
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The sources of natural product libraries are microorganisms (including bacteria and 
fungi), animals, plants or other vegetation, or marine organisms, and libraries of mixtures for 
screening may be created by: (1) fermentation and extraction of broths from soil, plant or 
marine microorganisms or (2) extraction of the organisms themselves. Natural product 

5 libraries include polyketides, non-ribosomal peptides, and (non-naturally occurring) variants 
thereof. For a review, see Science 252:63-68 (1998). 

Combinatorial libraries are composed of large numbers of peptides, oligonucleotides 
or organic compounds and can be readily prepared by traditional automated synthesis 
methods, PCR, cloning or proprietary synthetic methods. Of particular interest are peptide 

10 and oligonucleotide combinatorial libraries. Still other libraries of interest include peptide, 
protein, peptidomimetic, multiparallel synthetic collection, recombinatorial, and polypeptide 
libraries. For a review of combinatorial chemistry and libraries created therefrom, see 
Myers, Curr. Opin. Biotechnol 8:701-707 (1997). For reviews and examples of 
peptidomimetic libraries, see Al-Obeidi et al., Mot Biotechnol, 9(3):205-23 (1998); Hruby 

15 etal., Curr Opin ChemBiol, 1(1):114-19 (1997); Dorneret al, Bioorg Med Chem, 
4(5):709-15 (1996) (alkylated dipeptides). 

Identification of modulators through use of the various libraries described herein 
permits modification of the candidate "hit" (or "lead") to optimize the capacity of the "hif * 
to bind a polypeptide of the invention. The molecules identified in the binding assay are then 

20 tested for antagonist or agonist activity in in vivo tissue culture or animal models that are 
well known in the art. In brief, the molecules are titrated into a plurality of cell cultures or 
animals and then tested for either cell/animal death or prolonged survival of the animal/cells. 

The binding molecules thus identified may be complexed with toxins, e.g., ricin or 
cholera, or with other compounds that are toxic to cells such as radioisotopes. The 

25 toxin-binding molecule complex is then targeted to a tumor or other cell by the specificity of 
the binding molecule for a polypeptide of the invention. Alternatively, the binding 
molecules may be complexed with imaging agents for targeting and imaging purposes. 

4.10.14 ASSAY FOR RECEPTOR ACTIVITY 

30 The invention also provides methods to detect specific binding of a polypeptide e.g. a 

ligand or a receptor. The art provides numerous assays particularly useful for identifying 
previously unknown binding partners for receptor polypeptides of the invention. For 
example, expression cloning using mammalian or bacterial cells, or dihybrid screening 
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assays can be used to identify polynucleotides encoding binding partners. As another 
example, affinity chromatography with the appropriate immobilized polypeptide of the 
invention can be used to isolate polypeptides that recognize and bind polypeptides of the 
invention. There are a number of different libraries used for the identification of 

5 compounds, and in particular small molecules, that modulate (i.e, increase or decrease) 
biological activity of a polypeptide of the invention. Ligands for receptor polypeptides of the 
invention can also be identified by adding exogenous ligands, or cocktails of ligands to two 
cells populations that are genetically identical except for the expression of the receptor of the 
invention: one cell population expresses the receptor of the invention whereas the other does 

10 not. The responses of the two cell populations to the addition of ligands(s) are then 

compared. Alternatively, an expression library can be co-expressed with the polypeptide of 
the invention in cells and assayed for an autocrine response to identify potential ligand(s). As 
still another example, BIAcore assays, gel overlay assays, or other methods known in the art 
can be used to identify binding partner polypeptides, including, (1) organic and inorganic 

1 5 chemical libraries, (2) natural product libraries, and (3) combinatorial libraries comprised of 
random peptides, oligonucleotides or organic molecules. 

The role of downstream intracellular signaling molecules in the signaling cascade of 
the polypeptide of the invention can be determined. For example, a chimeric protein in 
which the cytoplasmic domain of the polypeptide of the invention is fused to the 

20 extracellular portion of a protein, whose ligand has been identified, is produced in a host 
cell. The cell is then incubated with the ligand specific for the extracellular portion of the 
chimeric protein, thereby activating the chimeric receptor. Known downstream proteins 
involved in intracellular signaling can then be assayed for expected modifications i.e. 
phosphorylation. Other methods known to those in the art can also be used to identify 

25 signaling molecules involved in receptor activity. 

4.10.15 ANTI-INFLAMMATORY ACTIVITY 

Compositions of the present invention may also exhibit anti-inflammatory activity. 
The anti-inflammatory activity may be achieved by providing a stimulus to cells involved in 
30 the inflammatory response, by inhibiting or promoting cell-cell interactions (such as, for 
example, cell adhesion), by inhibiting or promoting chemotaxis of cells involved in the 
inflammatory process, inhibiting or promoting cell extravasation, or by stimulating or 
suppressing production of other factors which more directly inhibit or promote an 
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inflammatory response. Compositions with such activities can be used to treat inflammatory 
conditions including chronic or acute conditions), including without limitation intimation 
associated with infection (such as septic shock, sepsis or systemic inflammatory response 
syndrome (SIRS)), ischemia-reperfusion injury, endotoxin lethality, arthritis, 

5 complement-mediated hyperacute rejection, nephritis, cytokine or chemokine-induced lung 
injury, inflammatory bowel disease, Crohn's disease or resulting from over production of 
cytokines such as TNF or IL-1. Compositions of the invention may also be useful to treat 
anaphylaxis and hypersensitivity to an antigenic substance or material. Compositions of this 
invention may be utilized to prevent or treat conditions such as, but not limited to, sepsis, 

10 acute pancreatitis, endotoxin shock, cytokine induced shock, rheumatoid arthritis, chronic 
inflammatory arthritis, pancreatic cell damage from diabetes mellitus type 1, graft versus 
host disease, inflammatory bowel disease, inflamation associated with pulmonary disease, 
other autoimmune disease or inflammatory disease, an antiproliferative agent such as for 
acute or chronic mylegenous leukemia or in the prevention of premature labor secondary to 

1 5 intrauterine infections. 

4.10.16 LEUKEMIAS 

Leukemias and related disorders may be treated or prevented by administration of a 
therapeutic that promotes or inhibits function of the polynucleotides and/or polypeptides of 
20 the invention. Such leukemias and related disorders include but are not limited to acute 
leukemia, acute lymphocytic leukemia, acute myelocytic leukemia, myeloblasts, 
promyelocytic, myelomonocytic, monocytic, erythroleukemia, chronic leukemia, chronic 
myelocytic (granulocytic) leukemia and chronic lymphocytic leukemia (for a review of such 
disorders, see Fishman et al., 1985, Medicine, 2d Ed., J.B. Lippincott Co., Philadelphia). 

25 

4.10.17 NERVOUS SYSTEM DISORDERS 

Nervous system disorders, involving cell types which can be tested for efficacy of 
intervention with compounds that modulate the activity of the polynucleotides and/or 
polypeptides of the invention, and which can be treated upon thus observing an indication of 
30 therapeutic utility, include but are not limited to nervous system injuries, and diseases or 
disorders which result in either a disconnection of axons, a diminution or degeneration of 
neurons, or demyelination. Nervous system lesions which may be treated in a patient 
(including human and non-human mammalian patients) according to the invention include 
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but are not limited to the following lesions of either the central (including spinal cord, brain) 
or peripheral nervous systems: 

(i) traumatic lesions, including lesions caused by physical injury or associated 
with surgery, for example, lesions which sever a portion of the nervous system, or 

5 compression injuries; 

(ii) ischemic lesions, in which a lack of oxygen in a portion of the nervous system 
results in neuronal injury or death, including cerebral infarction or ischemia, or spinal cord 
infarction or ischemia; 

(iii) infectious lesions, in which a portion of the nervous system is destroyed or 
1 0 injured as a result of infection, for example, by an abscess or associated with infection by 

human immunodeficiency virus, herpes zoster, or herpes simplex virus or with Lyme 
disease, tuberculosis, syphilis; 

(iv) degenerative lesions, in which a portion of the nervous system is destroyed or 
injured as a result of a degenerative process including but not limited to degeneration 

1 5 associated with Parkinson's disease, Alzheimer's disease, Huntington's chorea, or 
amyotrophic lateral sclerosis; 

(v) lesions associated with nutritional diseases or disorders, in which a portion of 
the nervous system is destroyed or injured by a nutritional disorder or disorder of 
metabolism including but not limited to, vitamin B12 deficiency, folic acid deficiency, 

20 Wernicke disease, tobacco-alcohol amblyopia, Marchiafava-Bignami disease (primary 
degeneration of the corpus callosum), and alcoholic cerebellar degeneration; 

(vi) neurological lesions associated with systemic diseases including but not 
limited to diabetes (diabetic neuropathy, Bell's palsy), systemic lupus erythematosus, 
carcinoma, or sarcoidosis; 

25 (vii) lesions caused by toxic substances including alcohol, lead, or particular 

neurotoxins; and 

(viii) demyelinated lesions in which a portion of the nervous system is destroyed or 
injured by a demyelinating disease including but not limited to multiple sclerosis, human 
immunodeficiency virus-associated myelopathy, transverse myelopathy or various 
30 etiologies, progressive multifocal leukoencephalopathy, and central pontine myelinolysis. 

Therapeutics which are useful according to the invention for treatment of a nervous 
system disorder may be selected by testing for biological activity in promoting the survival 
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or differentiation of neurons. For example, and not by way of limitation, therapeutics which 
elicit any of the following effects may be useful according to the invention: 

(i) increased survival time of neurons in culture; 

(ii) increased sprouting of neurons in culture or in vivo; 

5 (iii) increased production of a neuron-associated molecule in culture or in vivo, 

e.g., choline acetyltransferase or acetylcholinesterase with respect to motor neurons; or 
(iv) decreased symptoms of neuron dysfunction in vivo. 
Such effects may be measured by any method known in the art In preferred, 
non-limiting embodiments, increased survival of neurons may be measured by the method 

10 set forth in Arakawa et al. (1990, J. Neurosci. 10:3507-3515); increased sprouting of neurons 
may be detected by methods set forth in Pestronk et al. (1980, Exp. Neurol. 70:65-82) or 
Brown et al. (1981, Ann. Rev. Neurosci. 4:17-42); increased production of 
neuron-associated molecules may be measured by bioassay, enzymatic assay, antibody 
binding, Northern blot assay, etc., depending on the molecule to be measured; and motor 

1 5 neuron dysfunction may be measured by assessing the physical manifestation of motor 
neuron disorder, e.g. 9 weakness, motor neuron conduction velocity, or functional disability. 

In specific embodiments, motor neuron disorders that may be treated according to the 
invention include but are not limited to disorders such as infarction, infection, exposure to 
toxin, trauma, surgical damage, degenerative disease or malignancy that may affect motor 

20 neurons as well as other components of the nervous system, as well as disorders that 

selectively affect neurons such as amyotrophic lateral sclerosis, and including but not limited 
to progressive spinal muscular atrophy, progressive bulbar palsy, primary lateral sclerosis, 
infantile and juvenile muscular atrophy, progressive bulbar paralysis of childhood (Fazio- 
Londe syndrome), poliomyelitis and the post polio syndrome, and Hereditary Motorsensory 

25 Neuropathy (Charcot-Marie-Tooth Disease). 

4.10.18 OTHER ACTIVITIES 

A polypeptide of the invention may also exhibit one or more of the following 
additional activities or effects: inhibiting the growth, infection or function of, or killing, 
30 infectious agents, including, without limitation, bacteria, viruses, fungi and other parasites; 
effecting (suppressing or enhancing) bodily characteristics, including, without limitation, 
height, weight, hair color, eye color, skin, fat to lean ratio or other tissue pigmentation, or 
organ or body part size or shape (such as, for example, breast augmentation or diminution, 
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change in bone form or shape); effecting biorhythms or circadian cycles or rhythms; 
effecting the fertility of male or female subjects; effecting the metabolism, catabolism, 
anabolism, processing, utilization, storage or elimination of dietary fat, lipid, protein, 
carbohydrate, vitamins, minerals, co-factors or other nutritional factors or components); 
5 effecting behavioral characteristics, including, without limitation, appetite, libido, stress, 
cognition (including cognitive disorders), depression (including depressive disorders) and 
violent behaviors; providing analgesic effects or other pain reducing effects; promoting 
differentiation and growth of embryonic stem cells in lineages other than hematopoietic 
lineages; hormonal or endocrine activity; in the case of en2ymes, correcting deficiencies of 
10 the enzyme and treating deficiency-related diseases; treatment of hyperproliferative 
disorders (such as, for example, psoriasis); immunoglobulin-like activity (such as, for 
example, the ability to bind antigens or complement); and the ability to act as an antigen in a 
vaccine composition to raise an immune response against such protein or another material or 
entity which is cross-reactive with such protein. 

15 

4.10.19 IDENTIFICATION OF POLYMORPHISMS 

The demonstration of polymorphisms makes possible the identification of such 
polymorphisms in human subjects and the pharmacogenetic use of this information for 
diagnosis and treatment. Such polymorphisms may be associated with, e.g., differential 

20 predisposition or susceptibility to various disease states (such as disorders involving 

inflammation or immune response) or a differential response to drug administration, and this 
genetic information can be used to tailor preventive or therapeutic treatment appropriately. 
For example, the existence of a polymorphism associated with a predisposition to 
inflammation or autoimmune disease makes possible the diagnosis of this condition in 

25 humans by identifying the presence of the polymorphism. 

Polymorphisms can be identified in a variety of ways known in the art which all 
generally involve obtaining a sample from a patient, analyzing DNA from the sample, 
optionally involving isolation or amplification of the DNA, and identifying the presence of 
the polymorphism in the DNA. For example, PCR may be used to amplify an appropriate 

30 fragment of genomic DNA which may then be sequenced. Alternatively, the DNA may be 
subjected to allele-specific oligonucleotide hybridization (in which appropriate 
oligonucleotides are hybridized to the DNA under conditions permitting detection of a single 
base mismatch) or to a single nucleotide extension assay (in which an oligonucleotide that 
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hybridizes immediately adjacent to the position of the polymorphism is extended with one or 
more labeled nucleotides). In addition, traditional restriction fragment length polymorphism 
analysis (using restriction enzymes that provide differential digestion of the genomic DNA 
depending on the presence or absence of the polymorphism) may be performed. Arrays with 
5 nucleotide sequences of the present invention can be used to detect polymorphisms. The 
array can comprise modified nucleotide sequences of the present invention in order to detect 
the nucleotide sequences of the present invention. In the alternative, any one of the 
nucleotide sequences of the present invention can be placed on the array to detect changes 
from those sequences. 

0 Alternatively a polymorphism resulting in a change in the amino acid sequence could 

also be detected by detecting a corresponding change in amino acid sequence of the protein, 
e.g., by an antibody specific to the variant sequence. 

4.10.20 ARTHRITIS AND INFLAMMATION 

5 The immunosuppressive effects of the compositions of the invention against 

rheumatoid arthritis is determined in an experimental animal model system. The 
experimental model system is adjuvant induced arthritis in rats, and the protocol is described 
by J. Holoshitz, et at, 1983, Science, 219:56, or by B. Waksman et al., 1963, Int. Arch. 
Allergy Appl. Immunol., 23:129. Induction of the disease can be caused by a single 

;0 injection, generally intradermally, of a suspension of killed Mycobacterium tuberculosis in 
complete Freund's adjuvant (CFA). The route of injection can vary, but rats may be injected 
at the base of the tail with an adjuvant mixture. The polypeptide is administered in phosphate 
buffered solution (PBS) at a dose of about 1-5 mg/kg. The control consists of administering 
PBS only. 

15 The procedure for testing the effects of the test compound would consist of 

intradermally injecting killed Mycobacterium tuberculosis in CFA followed by immediately 
administering the test compound and subsequent treatment every other day until day 24. At 
14, 15, 18, 20, 22, and 24 days after injection of Mycobacterium CFA, an overall arthritis 
score may be obtained as described by J. Holoskitz above. An analysis of the data would 

10 reveal that the test compound would have a dramatic affect on the swelling of the joints as 
measured by a decrease of the arthritis score. 



4.11 THERAPEUTIC METHODS 
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The compositions (including polypeptide fragments, analogs, variants and antibodies 
or other binding partners or modulators including antisense polynucleotides) of the invention 
have numerous applications in a variety of therapeutic methods. Examples of therapeutic 
applications include, but are not limited to, those exemplified herein. 

5 

4.11.1 EXAMPLE 

One embodiment of the invention is the administration of an effective amount of the 
polypeptides or other composition of the invention to individuals affected by a disease or 
disorder that can be modulated by regulating the peptides of the invention. While the mode 

10 of administration is not particularly important, parenteral administration is preferred. An 
exemplary mode of administration is to deliver an intravenous bolus. The dosage of the 
polypeptides or other composition of the invention will normally be determined by the 
prescribing physician. It is to be expected that the dosage will vary according to the age, 
weight, condition and response of the individual patient. Typically, the amount of 

1 5 polypeptide administered per dose will be in the range of about 0.01|ig/kg to 100 mg/kg of 
body weight, with the preferred dose being about 0.1 jag/kg to 10 mg/kg of patient body 
weight. For parenteral administration, polypeptides of the invention will be formulated in an 
injectable form combined with a pharmaceutically acceptable parenteral vehicle. Such 
vehicles are well known in the art and examples include water, saline, Ringer's solution, 

20 dextrose solution, and solutions consisting of small amounts of the human serum albumin. 
The vehicle may contain minor amounts of additives that maintain the isotonicity and 
stability of the polypeptide or other active ingredient. The preparation of such solutions is 
within the skill of the art. 

25 4.12 PHARMACEUTICAL FORMULATIONS AND ROUTES OF 

ADMINISTRATION 

A protein or other composition of the present invention (from whatever source 
derived, including without limitation from recombinant and non-recombinant sources and 
including antibodies and other binding partners of the polypeptides of the invention) may be 
30 administered to a patient in need, by itself, or in pharmaceutical compositions where it is 
mixed with suitable carriers or excipient(s) at doses to treat or ameliorate a variety of 
disorders. Such a composition may optionally contain (in addition to protein or other active 
ingredient and a carrier) diluents, fillers, salts, buffers, stabilizers, solubilizers, and other 
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materials well known in the art. The term "phannaceutically acceptable" means a non-toxic 
material that does not interfere with the effectiveness of the biological activity of the active 
ingredient(s). The characteristics of the carrier will depend on the route of administration. 
The pharmaceutical composition of the invention may also contain cytokines, lymphokines, 

5 or other hematopoietic factors such as M-CSF, GM-CSF, TNF, IL-1 , IL-2, IL-3, EL-4, IL-5, 
IL-6, IL-7, EL-8, IL-9, IL-10, EL-1 1, IL-12, IL-13, IL-14, IL-15, IFN, INFO, TNF1, TNF2, 
G-CSF, Meg-CSF, thrombopoietin, stem cell factor, and erythropoietin. In further 
compositions, proteins of the invention may be combined with other agents beneficial to the 
treatment of the disease or disorder in question. These agents include various growth factors 

0 such as epidermal growth factor (EGF), platelet-derived growth factor (PDGF), transforming 
growth factors (TGF-a and TGF-P), insulin-like growth factor (IGF), as well as cytokines 
described herein. 

The pharmaceutical composition may further contain other agents which either 
enhance the activity of the protein or other active ingredient or complement its activity or 

5 use in treatment. Such additional factors and/or agents may be included in the 

pharmaceutical composition to produce a synergistic effect with protein or other active 
ingredient of the invention, or to minimize side effects. Conversely, protein or other active 
ingredient of the present invention may be included in formulations of the particular clotting 
factor, cytokine, lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic 

:0 factor, or anti- inflammatory agent to minimize side effects of the clotting factor, cytokine, 
lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic factor, or 
anti-inflammatory agent (such as IL-IRa, IL-1 Hyl, IL-1 Hy2, anti-TNF, corticosteroids, 
immunosuppressive agents). A protein of the present invention may be active in multimers 
(e.g., heterodimers or homodimers) or complexes with itself or other proteins. As a result, 

\5 pharmaceutical compositions of the invention may comprise a protein of the invention in 
such multimeric or complexed form. 

As an alternative to being included in a pharmaceutical composition of the invention 
including a first protein, a second protein or a therapeutic agent may be concurrently 
administered with the first protein (e.g., at the same time, or at differing times provided that 

10 therapeutic concentrations of the combination of agents is achieved at the treatment site). 
Techniques for formulation and administration of the compounds of the instant application 
may be found in "Remington's Pharmaceutical Sciences," Mack Publishing Co., Easton, PA, 
latest edition. A therapeutically effective dose further refers to that amount of the compound 
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sufficient to result in amelioration of symptoms, e.g., treatment, healing, prevention or 
amelioration of the relevant medical condition, or an increase in rate of treatment, healing, 
prevention or amelioration of such conditions. When applied to an individual active 
ingredient, administered alone, a therapeutically effective dose refers to that ingredient 

5 alone. When applied to a combination, a therapeutically effective dose refers to combined 
amounts of the active ingredients that result in the therapeutic effect, whether administered 
in combination, serially or simultaneously. 

In practicing the method of treatment or use of the present invention, a 
therapeutically effective amount of protein or other active ingredient of the present invention 

10 is administered to a mammal having a condition to be treated. Protein or other active 

ingredient of the present invention may be administered in accordance with the method of 

6 * Of 

the invention either alone or in combination with other therapies such as treatments 
employing cytokines, lymphokines or other hematopoietic factors. When co- administered 
with one or more cytokines, lymphokines or other hematopoietic factors, protein or other 

1 5 active ingredient of the present invention may be administered either simultaneously with 
the cytokine(s), lymphokine(s), other hematopoietic factor(s), thrombolytic or 
anti-thrombotic factors, or sequentially. If administered sequentially, the attending physician 
will decide on the appropriate sequence of administering protein or other active ingredient of 
the present invention in combination with cytokine(s), lymphokine(s), other hematopoietic 

20 factors), thrombolytic or anti-thrombotic factors. 

4.12.1 ROUTES OF ADMINISTRATION 

Suitable routes of administration may, for example, include oral, rectal, 
transmucosal, or intestinal administration; parenteral delivery, including intramuscular, 

25 subcutaneous, intramedullary injections, as well as intrathecal, direct intraventricular, 

intravenous, intraperitoneal, intranasal, or intraocular injections. Administration of protein 
or other active ingredient of the present invention used in the pharmaceutical composition or 
to practice the method of the present invention can be carried out in a variety of conventional 
ways, such as oral ingestion, inhalation, topical application or cutaneous, subcutaneous, 

30 intraperitoneal, parenteral or intravenous injection. Intravenous administration to the patient 
is preferred. 

Alternately, one may administer the compound in a local rather than systemic 
manner, for example, via injection of the compound directly into a arthritic joints or in 
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fibrotic tissue, often in a depot or sustained release formulation. In order to prevent the 
scarring process frequently occurring as complication of glaucoma surgery, the compounds 
may be administered topically, for example, as eye drops. Furthermore, one may administer 
the drug in a targeted drug delivery system, for example, in a liposome coated with a specific 

5 antibody, targeting, for example, arthritic or fibrotic tissue. The liposomes will be targeted 
to and taken up selectively by the afflicted tissue. 

The polypeptides of the invention are administered by any route that delivers an 
effective dosage to the desired site of action. The determination of a suitable route of 
administration and an effective dosage for a particular indication is within the level of skill 

10 in the art Preferably for wound treatment, one administers the therapeutic compound 
directly to the site. Suitable dosage ranges for the polypeptides of the invention can be 
extrapolated from these dosages or from similar studies in appropriate animal models. 
Dosages can then be adjusted as necessary by the clinician to provide maximal therapeutic 
benefit 

15 

4.12.2 COMPOSITIONS/FORMULATIONS 

Pharmaceutical compositions for use in accordance with the present invention thus 
may be formulated in a conventional manner using one or more physiologically acceptable 
carriers comprising excipients and auxiliaries which facilitate processing of the active 

20 compounds into preparations which can be used pharmaceutically. These pharmaceutical 
compositions may be manufactured in a manner that is itself known, e.g. 9 by means of 
conventional mixing, dissolving, granulating, dragee-making, levigating, emulsifying, 
encapsulating, entrapping or lyophilizing processes. Proper formulation is dependent upon 
the route of administration chosen. When a therapeutically effective amount of protein or 

25 other active ingredient of the present invention is administered orally, protein or other active 
ingredient of the present invention will be in the form of a tablet, capsule, powder, solution 
or elixir. When administered in tablet form, the pharmaceutical composition of the invention 
may additionally contain a solid carrier such as a gelatin or an adjuvant. The tablet, capsule, 
and powder contain from about 5 to 95% protein or other active ingredient of the present 

30 invention, and preferably from about 25 to 90% protein or other active ingredient of the 
present invention. When administered in liquid form, a liquid carrier such as water, 
petroleum, oils of animal or plant origin such as peanut oil, mineral oil, soybean oil, or 
sesame oil, or synthetic oils may be added. The liquid form of the pharmaceutical 
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composition may further contain physiological saline solution, dextrose or other saccharide 
solution, or glycols such as ethylene glycol, propylene glycol or polyethylene glycol. When 
administered in liquid form, the pharmaceutical composition contains from about 0.5 to 90% 
by weight of protein or other active ingredient of the present invention, and preferably from 
5 about 1 to 50% protein or other active ingredient of the present invention. 

When a therapeutically effective amount of protein or other active ingredient of the 
present invention is administered by intravenous, cutaneous or subcutaneous injection, 
protein or other active ingredient of the present invention will be in the form of a 
pyrogen-free, parenterally acceptable aqueous solution. The preparation of such parenterally 
10 acceptable protein or other active ingredient solutions, having due regard to pH, isotonicity, 
stability, and the like, is within the skill in the art. A preferred pharmaceutical composition 
for intravenous, cutaneous, or subcutaneous injection should contain, in addition to protein 
or other active ingredient of the present invention, an isotonic vehicle such as Sodium 
Chloride Injection, Ringer's Injection, Dextrose Injection, Dextrose and Sodium Chloride 
15 Injection, Lactated Ringer's Injection, or other vehicle as known in the art The 
pharmaceutical composition of the present invention may also contain stabilizers, 
preservatives, buffers, antioxidants, or other additives known to those of skill in the art. For 
injection, the agents of the invention may be formulated in aqueous solutions, preferably in 
physiologically compatible buffers such as Hanks's solution, Ringer's solution, or 
20 physiological saline buffer. For transmucosal administration, penetrants appropriate to the 
barrier to be permeated are used in the formulation. Such penetrants are generally known in 
the art. 

For oral administration, the compounds can be formulated readily by combining the 
active compounds with pharmaceutical^ acceptable carriers well known in the art. Such 

25 carriers enable the compounds of the invention to be formulated as tablets, pills, dragees, 
capsules, liquids, gels, syrups, slurries, suspensions and the like, for oral ingestion by a 
patient to be treated. Pharmaceutical preparations for oral use can be obtained from a solid 
excipient, optionally grinding a resulting mixture, and processing the mixture of granules, 
after adding suitable auxiliaries, if desired, to obtain tablets or dragee cores. Suitable 

30 excipients are, in particular, fillers such as sugars, including lactose, sucrose, mannitol, or 
sorbitol; cellulose preparations such as, for example, maize starch, wheat starch, rice starch, 
potato starch, gelatin, gum tragacanth, methyl cellulose, hydroxypropylmethyl-cellulose, 
sodium carboxymethylcellulose, and/or polyvinylpyrrolidone (PVP). If desired, 



WO 2004/080148 



PCT7US2003/030720 



76 

disintegrating agents may be added, such as the cross-linked polyvinyl pyrrolidone, agar, or 
alginic acid or a salt thereof such as sodium alginate. Dragee cores are provided with 
suitable coatings. For this purpose, concentrated sugar solutions may be used, which may 
optionally contain gum arabic, talc, polyvinyl pyrrolidone, carbopol gel, polyethylene glycol, 
5 and/or titanium dioxide, lacquer solutions, and suitable organic solvents or solvent mixtures. 
Dyestuffs or pigments may be added to the tablets or dragee coatings for identification or to 
characterize different combinations of active compound doses. 

Pharmaceutical preparations which can be used orally include push-fit capsules made 
of gelatin, as well as soft, sealed capsules made of gelatin and a plasticizer, such as glycerol 
10 or sorbitol. The push-fit capsules can contain the active ingredients in admixture with filler 
such as lactose, binders such as starches, and/or lubricants such as talc or magnesium 
stearate and, optionally, stabilizers^ In soft capsules, the active compounds may be dissolved 
or suspended in suitable liquids, such as fatty oils, liquid paraffin, or liquid polyethylene 
glycols. In addition, stabilizers may be added. All formulations for oral administration 
1 5 should be in dosages suitable for such administration. For buccal administration, the 

compositions may take the form of tablets or lozenges formulated in conventional manner. 

For administration by inhalation, the compounds for use according to the present 
invention are conveniently delivered in the form of an aerosol spray presentation from 
pressurized packs or a nebuliser, with the use of a suitable propellant, e.g., 
20 dichlorodifluoromethane, trichlorofluoromethane, dichlorotetrafluoroethane, carbon dioxide 
or other suitable gas. In the case of a pressurized aerosol the dosage unit may be determined 
by providing a valve to deliver a metered amount. Capsules and cartridges of, e.g., gelatin 
for use in an inhaler or insufflator may be formulated containing a powder mix of the 
compound and a suitable powder base such as lactose or starch. The compounds may be 
25 formulated for parenteral administration by injection, e.g. , by bolus injection or continuous 
infusion. Formulations for injection may be presented in unit dosage form, e.g., in ampules 
or in multi-dose containers, with an added preservative. The compositions may take such 
forms as suspensions, solutions or emulsions in oily or aqueous vehicles, and may contain 
formulatory agents such as suspending, stabilizing and/or dispersing agents. 
30 Pharmaceutical formulations for parenteral administration include aqueous solutions 

of the active compounds in water-soluble form. Additionally, suspensions of the active 
compounds may be prepared as appropriate oily injection suspensions. Suitable lipophilic 
solvents or vehicles include fatty oils such as sesame oil, or synthetic fatty acid esters, such 
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as ethyl oleate or triglycerides, or liposomes. Aqueous injection suspensions may contain 
substances which increase the viscosity of the suspension, such as sodium carboxymethyl 
cellulose, sorbitol, or dextran. Optionally, the suspension may also contain suitable 
stabilizers or agents which increase the solubility of the compounds to allow for the 
5 preparation of highly concentrated solutions. Alternatively, the active ingredient may be in 
powder form for constitution with a suitable vehicle, eg., sterile pyrogen-free water, before 
use. 

The compounds may also be formulated in rectal compositions such as suppositories 
or retention enemas, e.g., containing conventional suppository bases such as cocoa butter or 
10 other glycerides. In addition to the formulations described previously, the compounds may 
also be formulated as a depot preparation. Such long acting formulations may be 
administered by implantation (for example subcutaneously or intramuscularly) or by 
intramuscular injection. Thus, for example, fhe compounds may be formulated with suitable 
polymeric or hydrophobic materials (for example as an emulsion in an acceptable oil) or ion 
15 exchange resins, or as sparingly soluble derivatives, for example, as a sparingly soluble salt 
A pharmaceutical carrier for the hydrophobic compounds of the invention is a co- 
solvent system comprising benzyl alcohol, a nonpolar surfactant, a water-miscible organic 
polymer, and an aqueous phase. The co-solvent system may be the VPD co-solvent system. 
VPD is a solution of 3% w/v benzyl alcohol, 8% w/v of the nonpolar surfactant polysorbate 
20 80, and 65% w/v polyethylene glycol 300, made up to volume in absolute ethanol. The VPD 
co-solvent system (VPD:5W) consists of VPD diluted 1 : 1 with a 5% dextrose in water 
solution. This co-solvent system dissolves hydrophobic compounds well, and itself produces 
low toxicity upon systemic administration. Naturally, the proportions of a co-solvent system 
may be varied considerably without destroying its solubility and toxicity characteristics. 
25 Furthermore, the identity of the co-solvent components may be varied: for example, other 
low-toxicity nonpolar surfactants may be used instead of polysorbate 80; the fraction size of 
polyethylene glycol may be varied; other biocompatible polymers may replace polyethylene 
glycol, e.g. polyvinyl pyrrolidone; and other sugars or polysaccharides may substitute for 
dextrose. Alternatively, other delivery systems for hydrophobic pharmaceutical compounds 
30 may be employed. Liposomes and emulsions are well known examples of delivery vehicles 
or carriers for hydrophobic drugs. Certain organic solvents such as dimethylsulfoxide also 
may be employed, although usually at the cost of greater toxicity. Additionally, the 
compounds may be delivered using a sustained-release system, such as semipermeable 
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matrices of solid hydrophobic polymers containing the therapeutic agent. Various types of 
sustained-release materials have been established and are well known by those skilled in the 
art. Sustained-release capsules may, depending on their chemical nature, release the 
compounds for a few weeks up to over 100 days. Depending on the chemical nature and the 

5 biological stability of the therapeutic reagent, additional strategies for protein or other active 
ingredient stabilization may be employed. 

The pharmaceutical compositions also may comprise suitable solid or gel phase 
carriers or excipients. Examples of such carriers or excipients include but are not limited to 
calcium carbonate, calcium phosphate, various sugars, starches, cellulose derivatives, 

10 • gelatin, and polymers such as polyethylene glycols. Many of the active ingredients of the 
invention may be provided as salts with pharmaceutical^ compatible counter ions. Such 
pharmaceutical^ acceptable base addition salts are those salts which retain the biological 
effectiveness and properties of the free acids and which are obtained by reaction with 
inorganic or organic bases such as sodium hydroxide, magnesium hydroxide, ammonia, 

15 trialkylamine, dialkylamine, monoalkylamine, dibasic amino acids, sodium acetate, 
potassium benzoate, triethanol amine and the like. 

The pharmaceutical composition of the invention may be in the form of a complex of 
the protein(s) or other active ingredient(s) of present invention along with protein or peptide 
antigens. The protein and/or peptide antigen will deliver a stimulatory signal to both B and T 

20 lymphocytes. B lymphocytes will respond to antigen through their surface immunoglobulin 
receptor. T lymphocytes will respond to antigen through the T cell receptor (TCR) 
following presentation of the antigen by MHC proteins. MHC and structurally related 
proteins including those encoded by class I and class II MHC genes on host cells will serve 
to present the peptide antigen(s) to T lymphocytes. The antigen components could also be 

25 supplied as purified MHC-peptide complexes alone or with co-stimulatory molecules that 
can directly signal T cells. Alternatively antibodies able to bind surface immunoglobulin 
and other molecules on B cells as well as antibodies able to bind the TCR and other 
molecules on T cells can be combined with the pharmaceutical composition of the invention. 
The pharmaceutical composition of the invention may be in the form of a liposome in 

30 which protein of the present invention is combined, in addition to other pharmaceutically 
acceptable carriers, with amphipathic agents such as lipids which exist in aggregated form as 
micelles, insoluble monolayers, liquid crystals, or lamellar layers in aqueous solution. 
Suitable lipids for liposomal formulation include, without limitation, monoglycerides, 
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diglycerides, sulfatides, lysolecithins, phospholipids, saponin, bile acids, and the like. 
Preparation of such liposomal formulations is within the level of skill in the art, as disclosed, 
for example, in U.S. Patent Nos. 4,235,871; 4,501,728; 4,837,028; and 4,737,323, all of 
which are incorporated herein by reference. 
5 The amount of protein or other active ingredient of the present invention in the 

pharmaceutical composition of the present invention will depend upon the nature and 
severity of the condition being treated, and on the nature of prior treatments which the 
patient has undergone. Ultimately, the attending physician will decide the amount of protein 
or other active ingredient of the present invention with which to treat each individual patient 
10 Initially, the attending physician.will administer low doses of protein or other active 
ingredient of the present invention and observe the patient's response. Larger doses of 
protein or other active ingredient of the present invention may be administered until the 
optimal therapeutic effect is obtained for the patient, and at that point the dosage is not 
increased further. It is contemplated that the various pharmaceutical compositions used to 
15 practice the method of the present invention should contain about 0.01 \ig to about 100 mg 
(preferably about 0.1 ng to about 10 mg, more preferably about 0.1 fig to about 1 mg) of 
protein or other active ingredient of the present invention per kg body weight For 
compositions of the present invention which are useful for bone, cartilage, tendon or 
ligament regeneration, the therapeutic method includes administering the composition 
20 topically, systematically, or locally as an implant or device. When administered, the 
therapeutic composition for use in this invention is, of course, in a pyrogen-free, 
physiologically acceptable form. Further, the composition may desirably be encapsulated or 
injected in a viscous form for delivery to the site of bone, cartilage or tissue damage. 
Topical administration may be suitable for wound healing and tissue repair. Therapeutically 
25 useful agents other than a protein or other active ingredient of the invention which may also 
optionally be included in the composition as described above, may alternatively or 
additionally, be administered simultaneously or sequentially with the composition in the 
methods of the invention. Preferably for bone and/or cartilage formation, the composition 
would include a matrix capable of delivering the protein-containing or other active 
30 ingredient-containing composition to the site of bone and/or cartilage damage, providing a 
structure for the developing bone and cartilage and optimally capable of being resorbed into 
the body. Such matrices may be formed of materials presently in use for other implanted 
medical applications. 



WO 2004/080148 



PCT/US2003/030720 



80 

The choice of matrix material is based on Incompatibility, biodegradability, 
mechanical properties, cosmetic appearance and interface properties. The particular 
application of the compositions will define the appropriate formulation. Potential matrices 
for the compositions may be biodegradable and chemically defined calcium sulfate, 

5 tricalcium phosphate, hydroxyapatite, polylactic acid, polyglycolic acid and polyanhydrides. 
Other potential materials are biodegradable and biologically well-defined, such as bone or 
dermal collagen. Further matrices are comprised of pure proteins or extracellular matrix 
components. Other potential matrices are nonbiodegradable and chemically defined, such as 
sintered hydroxyapatite, bioglass, aluminates, or other ceramics. Matrices may be comprised 

10 of combinations of any of the above-mentioned types of material, such as polylactic acid and 
hydroxyapatite or collagen and tricalcium phosphate. The bioceramics may be altered in 
composition, such as in calcium-aluminate-phosphate and processing to alter pore size, 
particle size, particle shape, and biodegradability. Presently preferred is a 50:50 (mole 
weight) copolymer of lactic acid and glycolic acid in the form of porous particles having 

1 5 diameters ranging from 1 50 to 800 microns. In some applications, it will be useful to utilize 
a sequestering agent, such as carboxymethyl cellulose or autologous blood clot, to prevent 
the protein compositions from disassociating from the matrix. 

A preferred family of sequestering agents is cellulosic materials such as 
alkylcelluloses (including hydroxyalkylcelluloses), including methylcellulose, 

20 ethylcellulose, hydroxyethylcellulose, hydroxypropylcellulose, 

hydroxypropyl-methylcellulose, and carboxymethylcellulose, the most preferred being 
cationic salts of carboxymethylcellulose (CMC). Other preferred sequestering agents 
include hyaluronic acid, sodium alginate, poly(ethylene glycol), polyoxyethylene oxide, 
carboxyvinyl polymer and poly(vinyl alcohol). The amount of sequestering agent useful 

25 herein is 0.5-20 wt %, preferably 1-10 wt % based on total formulation weight, which 
represents the amount necessary to prevent desorption of the protein from the polymer 
matrix and to provide appropriate handling of the composition, yet not so much that the 
progenitor cells are prevented from infiltrating the matrix, thereby providing the protein the 
opportunity to assist the osteogenic activity of the progenitor cells. In further compositions, 

30 proteins or other active ingredients of the invention may be combined with other agents 
beneficial to the treatment of the bone and/or cartilage defect, wound, or tissue in question. 
These agents include various growth factors such as epidermal growth factor (EGF), platelet 
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derived growth factor (PDGF), transforming growth factors (TGF-ct and TGF-p), and 
insulin-like growth factor (IGF). 

The therapeutic compositions are also presently valuable for veterinary applications. 
Particularly domestic animals and thoroughbred horses, in addition to humans, are desired 
5 patients for such treatment with proteins or other active ingredients of the present invention. 
The dosage regimen of a protein-containing pharmaceutical composition to be used in tissue 
regeneration will be determined by the attending physician considering various factors which 
modify the action of the proteins, e.g. t amount of tissue weight desired to be formed, the site 
of damage, the condition of the damaged tissue, the size of a wound, type of damaged tissue 
10 (e.g., bone), the patient* s age, sex, and diet, the severity of any infection, time of 

administration and other clinical factors. The dosage may vary with the type of matrix used 
in the reconstitution and with inclusion of other proteins in the pharmaceutical composition. 
For example, the addition of other known growth factors, such as IGF I (insulin like growth 
factor I), to the final composition, may also effect the dosage. Progress can be monitored by 
1 5 periodic assessment of tissue/bone growth and/or repair, for example, X-rays, 
histomorphometric determinations and tetracycline labeling. 

Polynucleotides of the present invention can also be used for gene therapy. Such 
polynucleotides can be introduced either in vivo or ex vivo into cells for expression in a 
mammalian subject. Polynucleotides of the invention may also be administered by other 
20 known methods for introduction of nucleic acid into a cell or organism (including, without 
limitation, in the form of viral vectors or naked DMA). Cells may also be cultured ex vivo in 
the presence of proteins of the present invention in order to proliferate or to produce a 
desired effect on or activity in such cells. Treated cells can then be introduced in vivo for 
therapeutic purposes. 

25 

4.12.3 EFFECTIVE DOSAGE 

Pharmaceutical compositions suitable for use in the present invention include 
compositions wherein the active ingredients are contained in an effective amount to achieve 
its intended purpose. More specifically, a therapeutically effective amount means an amount 
30 effective to prevent development of or to alleviate the existing symptoms of the subject 
being treated. Determination of the effective amount is well within the capability of those 
skilled in the art, especially in light of the detailed disclosure provided herein. For any 
compound used in the method of the invention, the therapeutically effective dose can be 
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estimated initially from appropriate in vitro assays. For example, a dose can be formulated in 
animal models to achieve a circulating concentration range that can be used to more 
accurately determine useful doses in humans. For example, a dose can be formulated in 
animal models to achieve a circulating concentration range that includes the IC 5 o as 

5 determined in cell culture (i.e. , the concentration of the test compound which achieves a 
half-maximal inhibition of the protein's biological activity). Such information can be used 
to more accurately determine useful doses in humans. 

A therapeutically effective dose refers to that amount of the compound that results in 
amelioration of symptoms or a prolongation of survival in a patient Toxicity and therapeutic 

1 0 efficacy of such compounds can be determined by standard pharmaceutical procedures in 

cell cultures or experimental animals, for determining the LD 50 (the dose lethal to 50% 

of the population) and the ED 5 <j (the dose therapeutically effective in 50% of the population). 

The dose ratio between toxic and therapeutic effects is the therapeutic index and it can be 

* • 
expressed as the ratio between ID 50 and ED 50 . Compounds which exhibit high therapeutic 

1 5 indices are preferred. The data obtained from these cell culture assays and animal studies 
can be used in formulating a range of dosage for use in human. The dosage of such 
compounds lies preferably within a range of circulating concentrations that include the ED 5 o 
with little or no toxicity. The dosage may vary within this range depending upon the dosage 
form employed and the route of administration utilized. The exact formulation, route of 

20 administration and dosage can be chosen by the individual physician in view of the patient's 
condition. See, e.g., Fingl et aL, 1975, in "The Pharmacological Basis of Therapeutics", Ch. 
1 p. 1 . Dosage amount and interval may be adjusted individually to provide plasma levels of 
the active moiety which are sufficient to maintain the desired effects, or minimal effective 
concentration (MEC). The MEC will vary for each compound but can be estimated from in 

25 vitro data. Dosages necessary to achieve the MEC will depend on individual characteristics 
and route of administration. However, HPLC assays or bioassays can be used to determine 
plasma concentrations. 

Dosage intervals can also be determined using MEC value. Compounds should be 
administered using a regimen which maintains plasma levels above the MEC for 10-90% of 
30 the time, preferably between 30-90% and most preferably between 50-90%. In cases of local 
administration or selective uptake, the effective local concentration of the drug may not be 
related to plasma concentration. 
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An exemplary dosage regimen for polypeptides or other compositions of the 
invention will be in the range of about 0.01 ^g/kg to 100 mg/kg of body weight daily, with 
the preferred dose being about 0.1 ^ig/kg to 25 mg/kg of patient body weight daily, varying 
in adults and children. Dosing may be once daily, or equivalent doses may be delivered at 
5 longer or shorter intervals. 

The amount of composition administered will, of course, be dependent on the subject 
being treated, on the subject's age and weight, the severity of the affliction, the manner of 
administration and the judgment of the prescribing physician. 

10 4.124 PACKAGING 

The compositions may, if desired, be presented in a pack or dispenser device which 
may contain one or more unit dosage forms containing the active ingredient. The pack may, 
for example, comprise metal or plastic foil, such as a blister pack. The pack or dispenser 
device may be accompanied by instructions for administration. Compositions comprising a 
1 5 compound of the invention formulated in a compatible pharmaceutical carrier may also be 
prepared, placed in an appropriate container, and labeled for treatment of an indicated 
condition. 

4.13 ANTIBODIES 

20 Also included in the invention are antibodies to proteins, or fragments of proteins of 

the invention. The term "antibody" as used herein refers to immunoglobulin molecules and 
immunologically active portions of immunoglobulin (Ig) molecules, i.e., molecules that 
contain an antigen-binding site that specifically binds (immunoreacts with) an antigen. Such 
antibodies include, but are not limited to, polyclonal, monoclonal, chimeric, single chain, 

25 F ab , Fab* and F (ab ^ fragments, and an F^ expression library. In general, an antibody molecule 
obtained from humans relates to any of the classes IgG, IgM, IgA, IgE and IgD, which differ 
from one another by the nature of the heavy chain present in the molecule. Certain classes 
have subclasses as well, such as IgGi, IgG 2 , and others. Furthermore, in humans, the light 
chain may be a kappa chain or a lambda chain. Reference herein to antibodies includes a 

30 reference to all such classes, subclasses and types of human antibody species. 

An isolated related protein of the invention may be intended to serve as an antigen, or 
a portion or fragment thereof, and additionally can be used as an immunogen to generate 
antibodies that immunospecifically bind the antigen, using standard techniques for 
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polyclonal and monoclonal antibody preparation. The full-length protein can be used or, 
alternatively, the invention provides antigenic peptide fragments of the antigen for use as 
immunogens. An antigenic peptide fragment comprises at least 6 amino acid residues of the 
amino acid sequence of the full length protein, such as an amino acid sequence shown in 
5 SEQ ID NO: 685-1368, or 1967-2564, or Tables 3A, 3B, 5, 7, or 8, and encompasses an 
epitope thereof such that an antibody raised against the peptide forms a specific immune 
complex with the fall length protein or with any fragment that contains the epitope. 
Preferably, the antigenic peptide comprises at least 10 amino acid residues, or at least 15 
amino acid residues, or at least 20 amino acid residues, or at least 30 amino acid residues. 
10 Preferred epitopes encompassed by the antigenic peptide are regions of the protein that are 
located on its surface; commonly these are hydrophilic regions. 

In certain embodiments of the invention, at least one epitope encompassed by the 
antigenic peptide * is a surface region of the protein, e.g., a hydrophilic region. A 
. hydrophobicity analysis of the human related protein' sequence will indicate which regions of 
1 5 a related protein are particularly hydrophilic and, therefore, are likely to encode, surface 
residues useful for targeting antibody production. As a means for targeting antibody 
production, hydropathy plots showing regions of hydrophilicity and hydrophobicity may be 
generated by any method well known in the art, including, for example, the Kyte Doolittle or 
the Hopp Woods methods, either with or without Fourier transformation. See, e.g., Hopp and 
20 Woods, 1981, Proc. Nat. Acad. Sci. USA 78: 3824-3828; Kyte and Doolittle 1982, J. Mol. 
Biol. 157: 105-142, each of which is incorporated herein by reference in its entirety. 
Antibodies that are specific for one or more domains within an antigenic protein, or 
derivatives, fragments, analogs or homologs thereof, are also provided herein. 

A protein of the invention, or a derivative, fragment, analog, homolog or ortholog 
25 thereof, may be utilized as an immunogen in the generation of antibodies that 
immunospecifically bind these protein components. 

The term "specific for" indicates that the variable regions of the antibodies of the 
invention recognize and bind polypeptides of the invention exclusively (i.e., able to 
distinguish the polypeptide of the invention from other similar polypeptides despite sequence 
30 identity, homology, or similarity found in the family of polypeptides), but may also interact 
with other proteins (for example, S. aureus protein A or other antibodies in ELISA 
techniques) through interactions with sequences outside the variable region of the antibodies, 
and in particular, in the constant region of the molecule. Screening assays to determine 
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binding specificity of an antibody of the invention are well known and routinely practiced in 
the art. For a comprehensive discussion of such assays, see Harlow et al. (Eds), Antibodies 
A Laboratory Manual; Cold Spring Harbor Laboratory; Cold Spring Harbor, NY (1988), 
Chapter 6. Antibodies that recognize and bind fragments of the polypeptides of the 

5 invention are also contemplated, provided that the antibodies are first and foremost specific 
for, as defined above, full-length polypeptides of the invention. As with antibodies that are 
specific for full length polypeptides of the invention, antibodies of the invention that 
recognize fragments are those which can distinguish polypeptides from the same family of 
polypeptides despite inherent sequence identity, homology, or similarity found in the family 

10 of proteins. 

Antibodies of the invention are useful for, for example, therapeutic purposes (by 
modulating activity of a polypeptide of the invention), diagnostic purposes to detect of 
quantitate a polypeptide of the invention, as well as purification of a polypeptide of the 
invention. Kits comprising an antibody of the invention for any of the purposes described 
1 5 herein are also comprehended. In general, a kit of the invention also includes a control 
antigen for which the antibody is immunospecific. The invention further provides a 
hybridoma that produces an antibody according to the invention. Antibodies of the 
invention are useful for detection and/or purification of fee polypeptides of the invention. 
Monoclonal antibodies binding to the protein of the invention may be useful 
20 diagnostic agents for the immunodetection of the protein. Neutralizing monoclonal 
antibodies binding to the protein may also be useful therapeutics for both conditions 
associated with the protein and also in the treatment of some forms of cancer where 
abnormal expression of the protein is involved. In the case of cancerous cells or leukemic 
cells, neutralizing monoclonal antibodies against the protein may be useful in detecting and 
25 preventing the metastatic spread of the cancerous cells, which may be mediated by the 
protein. 

The labeled antibodies of the present invention can be used for in vitro, in vivo, and 
in situ assays to identify cells or tissues in which a fragment of the polypeptide of interest is 
expressed. The antibodies may also be used directly in therapies or other diagnostics. The 
30 present invention further provides the above-described antibodies immobilized on a solid 
support. Examples of such solid supports include plastics such as polycarbonate, complex 
carbohydrates such as agarose and Sepharose®, acrylic resins and such as polyacrylamide 
and latex beads. Techniques for coupling antibodies to such solid supports are well known 
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in the art (Weir, D.M. et al., "Handbook of Experimental Immunology" 4th Ed., Blackwell 
Scientific Publications, Oxford, England, Chapter 10 (1986); Jacoby, W.D. et al., Meth. 
Enzym. 34 Academic Press, N.Y. (1974)). The immobilized antibodies of the present 
invention can be used for in vitro, in vivo, and in situ assays as well as for immuno-affinity 

5 purification of the proteins of the present invention. 

Various procedures known within the art may be used for the production of 
polyclonal or monoclonal antibodies directed against a protein of the invention, or against 
derivatives, fragments, analogs homologs or orthologs thereof (see, for example, Antibodies: 
A Laboratory Manual, Harlow E, and Lane D, 1988, Cold Spring Harbor Laboratory Press,. 

10 Cold Spring Harbor, NY, incorporated herein by reference). Some of these antibodies are 
. discussed below. 

4.13.1 POLYCLONAL ANTIBODIES 

For the production of polyclonal antibodies, various suitable host animals (e.g., 

1 5 rabbit, goat, mouse or other mammal) may be immunized by one or more injections with the 
native protein, a synthetic variant thereof, or a derivative of the foregoing. An appropriate 
immunogenic preparation can contain, for example, the naturally occurring immunogenic 
protein, a chemically synthesized polypeptide representing the immunogenic protein, or a 
recombinantly expressed immunogenic protein. Furthermore, the protein may be conjugated 

20 to a second protein known to be immunogenic in the mammal being immunized. Examples 
of such immunogenic proteins include but are not limited to keyhole limpet hemocyanin, 
serum albumin, bovine thyroglobulin, and soybean trypsin inhibitor. The preparation can 
further include an adjuvant. Various adjuvants used to increase the immunological response 
include, but are not limited to, Freund's (complete and incomplete), mineral gels (e.g., 

25 aluminum hydroxide), surface-active substances (e.g., lysolecithin, pluronic polyols, 

polyanions, peptides, oil emulsions, dinitrophenol, etc.), adjuvants usable in humans such as 
Bacille Calmette-Guerin and Corynebacterium parvum, or similar immunostimulatory 
agents. Additional examples of adjuvants that can be employed include MPL-TDM adjuvant 
(monophosphoryl Lipid A, synthetic trehalose dicorynomycolate). 

30 The polyclonal antibody molecules directed against the immunogenic protein can be 

isolated from the mammal (e.g., from the blood) and further purified by well known 
techniques, such as affinity chromatography using protein A or protein G, which provide 
primarily the IgG fraction of immune serum. Subsequently, or alternatively, the specific 
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antigen which is the target of the immunoglobulin sougjit, or an epitope thereof, may be 
immobilized on a column to purify the immune specific antibody by immunoaffinity 
chromatography. Purification of immunoglobulins is discussed, for example, by D. 
Wilkinson (The Scientist, published by The Scientist, Inc., Philadelphia PA, Vol 14, No. 8 
5 (April 17, 2000), pp. 25-28). 

4.13,2 MONOCLONAL ANTIBODIES 

The term "monoclonal antibody" (MAb) or "monoclonal antibody composition", as 
used herein, refers to a population of antibody molecules that contain only one molecular 

10 species of antibody molecule consisting of a unique light chain gene product and a unique 
heavy chain gene product In particular, the complementarity determining regions (CDRs) 
of the monoclonal antibody are identical in all the molecules of the population. MAbs thus 
contain an antigen-binding site capable of immunoreacting with a particular epitope of the 
antigen characterized by a unique binding affinity for it. 

1 5 Monoclonal antibodies can be prepared using hybridoma methods, such as those 

described by Kohler and Milstein, Nature, 256, 495 (1975). In a hybridoma method, a 
mouse, hamster, or other appropriate host animal, is typically immunized with an 
immunizing agent to elicit lymphocytes that produce or are capable of producing antibodies 
that will specifically bind to the immunizing agent. Alternatively, the lymphocytes can be 

20 immunized in vitro. 

The immunizing agent will typically include the protein antigen, a fragment thereof 
or a fusion protein thereof. Generally, either peripheral blood lymphocytes are used if cells 
of human origin are desired, or spleen cells or lymph node cells are used if non-human 
mammalian sources are desired. The lymphocytes are then fused with an immortalized cell 

25 line using a suitable fusing agent, such as polyethylene glycol, to form a hybridoma cell 
(Goding, Monoclonal Antibodies: Principles and Practice, Academic Press, (1986) pp. 59- 
103). Immortalized cell lines are usually transformed mammalian cells, particularly 
myeloma cells of rodent, bovine and human origin. Usually, rat or mouse myeloma cell 
lines are employed. The hybridoma cells can be cultured in a suitable culture medium that 

30 preferably contains one or more substances that inhibit the growth or survival of the unfused, 
immortalized cells. For example, if the parental cells lack the enzyme hypoxanthine guanine 
phosphoribosyl transferase (HGPRT or HPRT), the culture medium for the hybridomas 
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typically will include hypoxanthine, aminopterin, and thymidine ("HAT medium"), which 
substances prevent the growth of HGPRT-deficient cells. 

Preferred immortalized cell lines are those that fuse efficiently, support stable high 
level expression of antibody by the selected antibody-producing cells, and are sensitive to a 
5 medium such as HAT medium. More preferred immortalized cell lines are murine myeloma 
lines, which can be obtained, for instance, from the Salk Institute Cell Distribution Center, 
San Diego, California and the American Type Culture Collection, Manassas, Virginia. 
Human myeloma and mouse-human heteromyeloma cell lines also have been described for 
the production of human monoclonal antibodies (Kozbor, J. Immunol., 133:3001 (1984); 
10 Brodeur et al., Monoclonal Antibody Production Techniques and Applications, Marcel 
Dekker, Inc., New York, (1987) pp. 51-63). 

. The culture medium in which the hybridoma cells are cultured can then be assayed . 
for the presence of monoclonal antibodies directed against the antigen. Preferably, the 
binding specificity of monoclonal antibodies produced by the hybridoma cells is determined 
1 5 by immunoprecipitation or by an in vitro binding assay, such as radioimmunoassay* (RIA) or 
enzyme-linked immunoabsorbent assay (ELISA). Such techniques and assays are known in 
flie art. The binding affinity of the monoclonal antibody can, for example, be determined by 
the Scatchard analysis of Munson and Pollard, Anal. Biochem., 107, 220 (1980). Preferably, 
antibodies having a high degree of specificity and a high binding affinity for the target 
20 antigen are isolated. 

After the desired hybridoma cells are identified, the clones can be subcloned by 
limiting dilution procedures and grown by standard methods. Suitable culture media for this 
purpose include, for example, Dulbecco's Modified Eagle's Medium and RPMI-1640 
medium. Alternatively, the hybridoma cells can be grown in vivo as ascites in a mammal. 
25 The monoclonal antibodies secreted by the subclones can be isolated or purified from 

the culture medium or ascites fluid by conventional immunoglobulin purification procedures 
such as, for example, protein A-Sepharose, hydroxylapatite chromatography, gel 
electrophoresis, dialysis, or affinity chromatography. 

The monoclonal antibodies can also be made by recombinant DNA methods, such as 
30 those described in U.S. Patent No. 4,8 1 6,567. DNA encoding the monoclonal antibodies of 
the invention can be readily isolated and sequenced using conventional procedures (e.g., by 
using oligonucleotide probes that are capable of binding specifically to genes encoding the ' 
heavy and light chains of murine antibodies). The hybridoma cells of the invention serve as 
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a preferred source of such DNA. Once isolated, the DNA can be placed into expression 
vectors, which are then transfected into host cells such as simian COS cells, Chinese hamster 
ovary (CHO) cells, or myeloma cells that do not otherwise produce immunoglobulin protein, 
to obtain the synthesis of monoclonal antibodies in the recombinant host cells. The DNA 

5 also can be modified, for example, by substituting the coding sequence for human heavy and 
light chain constant domains in place of the homologous murine sequences (U.S. Patent No. 
4,816,567; Morrison, Nature 368, 812-13 (1994)) or by covalently joining to the 
immunoglobulin coding sequence all or part of the coding sequence for a non- 
immunoglobulin polypeptide. Such a non-immunoglobulin polypeptide can be substituted 

1 0 for the constant domains of an antibody of the invention, or can be substituted for the 

variable domains of one antigen-combining site of an antibody of the invention to create a 
chimeric bivalent antibody. 

4.13.3 HUMANIZED ANTIBODIES 

1 5 The antibodies directed against the protein antigens of the invention can further 

comprise humanized antibodies or human antibodies. These antibodies are suitable for 
administration to humans without engendering an immune response by the human against 
the administered immunoglobulin. Humanized forms of antibodies are chimeric 
immunoglobulins, immunoglobulin chains or fragments thereof (such as Fv, Fab, Fab', 
20 F(ab ! )2 or other antigen-binding subsequences of antibodies) that are principally comprised 
of the sequence of a human immunoglobulin, and contain minimal sequence derived from a 
non-human immunoglobulin. Humanization can be performed following the method of 
Winter and co-workers (Jones et al., Nature, 321, 522-525 (1986); Riechmann et al., Nature, 
332, 323-327 (1988); Verhoeyen et al, Science, 239, 1534-1536 (1988)), by substituting 
25 rodent CDRs or CDR sequences for the corresponding sequences of a human antibody. (See 
also U.S. Patent No. 5,225,539). In some instances, Fv framework residues of the human 
immunoglobulin are replaced by corresponding non-human residues. Humanized antibodies 
can also comprise residues that are found neither in the recipient antibody nor in the 
imported CDR or framework sequences. In general, the humanized antibody will comprise 
30 substantially all of at least one, and typically two, variable domains, in which all or 

substantially all of the CDR regions correspond to those of a non-human immunoglobulin 
and all or substantially all of the framework regions are those of a human immunoglobulin 
consensus sequence. The humanized antibody optimally also will comprise at least a portion 
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of an immunoglobulin constant region (Fc), typically that of a human immunoglobulin 
(Jones et al., 1986; Riechmann et al., 1988; and Presta, Curr. Op. Struct. Biol., 2, 593-596 
(1992)). 

5 4.13.4 HUMAN ANTIBODIES 

Fully human antibodies relate to antibody molecules in which essentially the entire 
sequences of both the light chain and the heavy chain, including the CDRs, arise from 
human genes. Such antibodies are termed "human antibodies", or "folly human antibodies" 
herein. Human monoclonal antibodies can be prepared by the trioma technique; the human 
10 B-cell hybridoma technique (see Kozbor, et al., 1983 Immunol Today 4: 72) and the EBV 
hybridoma technique to produce human monoclonal antibodies (see Cole, et al., 1985 In: 
Monoclonal Antibodies and Cancer Therapy, Alan R Liss, Inc., pp. 77-96). Human 
monoclonal antibodies may be utilized in the practice of the present invention and may be 
produced by using human hybridomas (see Cote, et al., 1983. Proc Natl Acad Sci USA 80, 
. 1 5 2026-2030) or by transforming human B-cells with Epstein Barr Virus in vitro (see Cole, et 
al., 1985 In: Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). 

In addition, human antibodies can also be produced using additional techniques, 
including phage display libraries (Hoogenboom and Winter, J. Mol. Biol., 227, 381 (1991); 
Marks et al., J. Mol. Biol., 222:581 (1991)). Similarly, human antibodies can be made by 
20 introducing human immunoglobulin loci into transgenic animals, e.g., mice in which the 
endogenous immunoglobulin genes have been partially or completely inactivated. Upon 
challenge, human antibody production is observed, which closely resembles that seen in 
humans in all respects, including gene rearrangement, assembly, and antibody repertoire. 
This approach is described, for example, in U.S. Patent Nos. 5,545,807; 5,545,806; 
25 5,569,825; 5,625,126; 5,633,425; 5,661,016, and in Marks et al. (Bio/Technology 10, 779- 
783 (1992)); Lonberg et al. (Nature 368, 856-859 (1994)); Morrison (Nature 368, 812-13 

(1994) ); Fishwild et al, (Nature Biotechnology 14, 845-51 (1996)); Neuberger (Nature 
Biotechnology 14, 826 (1996)); and Lonberg and Huszar (Intern. Rev. Immunol. 13, 65-93 

(1995) ). 

30 Human antibodies may additionally be produced using transgenic nonhuman animals 

that are modified so as to produce folly human antibodies rather than the animal's 
endogenous antibodies in response to challenge by an antigen. (See PCT publication 
WO94/02602). The endogenous genes encoding the heavy and light immunoglobulin chains 
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in the nonhuman host have been incapacitated, and active loci encoding human heavy and 
light chain immunoglobulins are inserted into the host's genome. The human genes are 
incorporated, for example, using yeast artificial chromosomes containing the requisite 
human DNA segments. An animal which provides all the desired modifications is then 
5 obtained as progeny by crossbreeding intermediate transgenic animals containing fewer than 
the full complement of the modifications. The preferred embodiment of such a nonhuman 
animal is a mouse, and is termed the Xenomouse™ as disclosed in PCT publications WO 
96/33735 and WO 96/34096. This animal produces B cells that secrete fully human 
immunoglobulins. The antibodies can be obtained directly from the animal after 

1 0 immunization with an immunogen of interest, as, for example, a preparation of a polyclonal 
antibody, or alternatively from immortalized B cells derived from the animal, such as 
hybridomas producing monoclonal antibodies. Additionally, the genes encoding the 
immunoglobulins with human variable regions can be recovered and expressed to obtain the 
" •* ; antibodies directly, or can be further modified to obtain analogs of antibodies such as, for 

1 5 exafinple, single chain Fv molecules. 

An example of a method of producing a nonhuman host, exemplified as a mouse, 
lacking expression of an endogenous immunoglobulin heavy chain is disclosed in U.S. 
Patent No. 5,939,598. It can be obtained by a method including deleting the J segment genes 
from at least one endogenous heavy chain locus in an embryonic stem cell to prevent 

20 rearrangement of the locus and to prevent formation of a transcript of a rearranged 
immunoglobulin heavy chain locus, the deletion being effected by a targeting vector 
containing a gene encoding a selectable marker; and producing from the embryonic stem cell 
a transgenic mouse whose somatic and germ cells contain the gene encoding the selectable 
marker. 

25 A method for producing an antibody of interest, such as a human antibody, is 

disclosed in U.S. Patent No. 5,916,771. It includes introducing an expression vector that 
contains a nucleotide sequence encoding a heavy chain into one mammalian host cell in 
culture, introducing an expression vector containing a nucleotide sequence encoding a light 
chain into another mammalian host cell, and fusing the two cells to form a hybrid cell. The 

30 hybrid cell expresses an antibody containing the heavy chain and the light chain. 

In a further improvement on this procedure, a method for identifying a clinically 
relevant epitope on an immunogen, and a correlative method for selecting an antibody that 
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binds immunospecifically to the relevant epitope with high affinity, are disclosed in PCT 
publication WO 99/53049. 

4.13.5 FAB FRAGMENTS AND SINGLE CHAIN ANTIBODIES 

5 According to the invention, techniques can be adapted for the production of 

single-chain antibodies specific to an antigenic protein of the invention (see e.g., U.S. Patent 
No. 4,946,778). In addition, methods can be adapted for the construction of F a b expression 
libraries (see e.g., Huse, et al., 1989 Science 246, 1275-1281) to allow rapid and effective 
identification of monoclonal F a b fragments with the desired specificity for a protein or 

10 derivatives, fragments, analogs or homologs thereof. Antibody fragments that contain the 
idiotypes to a protein antigen may be produced by techniques known in the art including, but 
not limited to: (i) an fragment produced by pepsin digestion of an antibody molecule; 
(ii) an Fab fragment generated by reducing the disulfide bridges of an F^ fragment; (iii) an 
F ab fragment generated by the treatment of the antibody molecule with papain and a reducing 

1 5 agent and (iv) F v fragments. 

4.13.6 BISPECIFIC ANTIBODIES 

Bispecific antibodies are monoclonal, preferably human or humanized, antibodies 
that have binding specificities for at least two different antigens. In the present case, one of 
20 the binding specificities is for an antigenic protein of the invention. The second binding 
target is any other antigen, and advantageously is a cell-surface protein or receptor or 
receptor subunit. 

Methods for making bispecific antibodies are known in the art. Traditionally, the 
recombinant production of bispecific antibodies is based on the co-expression of two 

25 immunoglobulin heavy-chain/light-chain pairs, where the two heavy chains have different 
specificities (Milstein and Cuello, Nature, 305, 537-539 (1983)). Because of the random 
assortment of immunoglobulin heavy and light chains, these hybridomas (quadromas) 
produce a potential mixture of ten different antibody molecules, of which only one has the 
correct bispecific structure. The purification of the correct molecule is usually accomplished 

30 by affinity chromatography steps. Similar procedures are disclosed in WO 93/08829, 
published 13 May l993, and in Traunecker et al, 1991 EMBOJ., 10, 3655-3659. 

Antibody variable domains with the desired binding specificities (antibody-antigen 
combining sites) can be fused to immunoglobulin constant domain sequences. The fusion 
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preferably is with an immunoglobulin heavy-chain constant domain, comprising at least part 
of the hinge, CH2, and CH3 regions. It is preferred to have the first heavy-chain constant 
region (CHI) containing the site necessary for light-chain binding present in at least one of 
the fusions. DNAs encoding the immunoglobulin heavy-chain fusions and, if desired, the 
5 immunoglobulin light chain, are inserted into separate expression vectors, and are co- 
transfected into a suitable host organism. For further details of generating bispecific 
antibodies see, for example, Suresh et al., Methods in Enzymology, 121, 210 (1986). 

According to another approach described in WO 96/2701 1, the interface between a 
pair of antibody molecules can be engineered to maximize the percentage of heterodimers 
1 0 that are recovered from recombinant cell culture. The preferred interface comprises at least 
a part of the CH3 region of an antibody constant domain. In this method, one or more small 
amino acid side chains from the interface of the first antibody molecule are replaced with 
larger side chains (e.g. tyrosine or tryptophan). Compensatory "cavities" of identical or 
similar size to the large side chain(s) are created on the interface of the second antibody 
1 5 molecule by replacing large amino acid side chains with smaller ones (e.g. alanine or 

threonine). This provides a mechanism for increasing the yield of the heterodimer over other 
unwanted end-products such as homodimers. 

Bispecific antibodies can be prepared as full-length antibodies or antibody fragments 
(e.g. F(ab')2 bispecific antibodies). Techniques for generating bispecific antibodies from 
20 antibody fragments have been described in the literature. For example, bispecific antibodies 
can be prepared using chemical linkage. Brennan et al., Science 229, 81 (1985) describe a 
procedure wherein intact antibodies are proteolytically cleaved to generate F(ab')2 
fragments. These fragments are reduced in the presence of the dithiol complexing agent 
sodium arsenite to stabilize vicinal dithiols and prevent intermolecular disulfide formation. 
25 The Fab' fragments generated are then converted to thionitrobenzoate (TNB) derivatives. 
One of the Fab'-TNB derivatives is then reconverted to the Fab'-thiol by reduction with 
mercaptoethylamine and is mixed with an equimolar amount of the other Fab'-TNB 
derivative to form the bispecific antibody. The bispecific antibodies produced can be used 
as agents for the selective immobilization of enzymes. 
30 Additionally, Fab' fragments can be directly recovered from E. coli and chemically 

coupled to form bispecific antibodies. Shalaby et al., J. Exp. Med i 175, 217-225 (1992) 
describe the production of a fully humanized bispecific antibody F(ab')2 molecule. Each 
Fab' fragment was separately secreted from E. coli and subjected to directed chemical 
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coupling in vitro to form the bispecific antibody. The bispecific antibody thus formed was 
able to bind to cells overexpressing the ErbB2 receptor and normal human T cells, as well as 
trigger the lytic activity of human cytotoxic lymphocytes against human breast tumor targets. 
Various techniques for making and isolating bispecific antibody fragments directly 
5 from recombinant cell culture have also been described. For example, bispecific antibodies 
have been produced using leucine zippers. Kostelny et al., J. Immunol. 148(5), 1547-1553 
(1992). The leucine zipper peptides from the Fos and Jun proteins were linked to the Fab' 
portions of two different antibodies by gene fusion. The antibody homodimers were reduced 
at the hinge region to form monomers and then re-oxidized to form the antibody 
10 heterodimers. This method can also be utilized for the production of antibody homodimers. 
The "diabody" technology described by Hollinger et al., Proc. Natl. Acad. Sci. USA 90, 
6444-6448 (1993) has provided an alternative mechanism for making bispecific antibody 
.fragments. The fragments comprise a heavy-chain variable domain (Vh) connected to a 
light-chain variable domain (Vl) by a linker which is too short to allow pairing between the 
1 5 two domains on the same chain. Accordingly, the Vh and Vl domains of one fragment are 
forced to pair with the complementary Vl and Vh domains of another fragment, thereby 
forming two antigen-binding sites. Another strategy for making bispecific antibody 
fragments by the use of single-chain Fv (sFv) dimers has also been reported. See, Gruber et 
al., J. Immunol. 152, 5368 (1994). 
20 Antibodies with more than two valencies are contemplated. For example, trispecific 

antibodies can be prepared. Tutt et al., J. Immunol. 147, 60 (1991). 

Exemplary bispecific antibodies can bind to two different epitopes, at least one of 
which originates in the protein antigen of the invention. Alternatively, an anti-antigenic arm 
of an immunoglobulin molecule can be combined with an arm which binds to a triggering 
25 molecule on a leukocyte such as a T-cell receptor molecule (e.g. CD2, CD3, CD28, or B7), 
or Fc receptors for IgG (FcyR), such as Fc>RI (CD64), FcjRII (CD32) and Fc)RIII (CD16) 
so as to focus cellular defense mechanisms to the cell expressing the particular antigen. 
Bispecific antibodies can also be used to direct cytotoxic agents to cells which express a 
particular antigen. These antibodies possess an antigen-binding arm and an arm which binds 
30 a cytotoxic agent or a radionuclide chelator, such as EOTUBE, DPTA, DOTA, or TETA. 
Another bispecific antibody of interest binds the protein antigen described herein and further 
binds tissue factor (TF). 
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4.13.7 HETEROCONJUGATE ANTIBODIES 

Heteroconjugate antibodies are also within the scope of the present invention. 
Heteroconjugate antibodies are composed of two covalently joined antibodies. Such 
antibodies have, for example, been proposed to target immune system cells to unwanted cells 

5 (U.S. Patent No. 4,676,980), and for treatment of HIV infection (WO 91/00360; WO 
92/200373; EP 03089). It is contemplated that the antibodies can be prepared in vitro using 
known methods in synthetic protein chemistry, including those involving crosslinking 
agents. For example, immunotoxins can be constructed using a disulfide exchange reaction 
or by forming a thioether bond. Examples of suitable reagents for this purpose include 

10 iminothiolate and methyl-4-mercaptobutyrimidate and those disclosed, for example, in U.S. 
Patent No. 4,676,980. 

4.13.8 EFFECTOR FUNCTION ENGINEERING 

It can be desirable to modify the antibody of the invention with respect to effector 
15 function, so as to enhance, e.g., the effectiveness of the antibody in treating cancer. For 
example, cysteine residue(s) can be introduced into the Fc region, thereby allowing 
interchain disulfide bond formation in this region. The homodimeric antibody thus 
generated can have improved internalization capability and/or increased complement- 
mediated cell killing and antibody-dependent cellular cytotoxicity (ADCC). See Caron et 
20 al;, J. Exp Med, 176, 1191-1195 (1992) and Shopes, J. Immunol, 148, 2918-2922 (1992). 
Homodimeric antibodies with enhanced anti-tumor activity can also be prepared using 
heterobifunctional cross-linkers as described in Wolff et al. Cancer Research, 53, 2560- 
2565 (1993). Alternatively, an antibody can be engineered that has dual Fc regions and can 
thereby have enhanced complement lysis and ADCC capabilities. See Stevenson et al, 
25 Anti-Cancer Drug Design, 3, 2 1 9-230 (1989). 

4.13.9 IMMUNOCONJUGATES 

The invention also pertains to immunoconjugates comprising an antibody conjugated 
to a cytotoxic agent such as a chemotherapeutic agent, toxin (e.g., an enzymatically active 
30 toxin of bacterial, fungal, plant, or animal origin, or fragments thereof), or a radioactive 
isotope (i.e., a radioconjugate). 

Chemotherapeutic agents useful in the generation of such immunoconjugates have 
been described above. Enzymatically active toxins and fragments thereof that can be used 
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include diphtheria A chain, nonbinding active fragments of diphtheria toxin, exotoxin A 
chain (from Pseudomonas aeruginosa), ricin A chain, abrin A chain, modeccin A chain, 
alpha-sarcin, Aleurites fordii proteins, dianthin proteins, Phytolaca americana proteins 
(PAPI, PAPII, and PAP-S), momordica charantia inhibitor, curcin, crotin, sapaonaria 

5 officinaUs inhibitor, gelonin, mitogellin, restrictocin, phenomycin, enomycin, and the 

tricothecenes. A variety of radionuclides are available for the production of radioconjugated 
antibodies. Examples include 212 Bi, 131 1, 131 In, 9a Y, and 186 Re. 

Conjugates of the antibody and cytotoxic agent are made using a variety of 
bifunctional protein-coupling agents such as N-succinimidyl-3-(2-pyridyldithiol) propionate 

10 (SPDP), iminothiolane (IT), bifunctional derivatives of imidoesters (such as dimethyl 
adipimidate HCL), active esters (such as disuccinimidyl suberate), aldehydes (such as 
glutareldehyde), bis-azido compounds (such as bis (p-azidobenzoyl) hexanediamine), bis- 
diazonium derivatives (such as bis-(p-diazoniumbenzoyl)-ethylenediamine), diisocyanates 
(such as tolyene 2,6-diisocyanate), and bis-active fluorine compounds (such as 1,5-difluoro- 

1 5 2,4-dinitrobenzene). For example, a ricin immunotoxin can be prepared as described in 
Vitetta et al., Science, 238: 1098 (1987). Carbon-14-labeled l-isothiocyanatobenzyl-3- 
methyldiethylene triaminepentaacetic acid (MX-DTPA) is an exemplary chelating agent for 
conjugation of radionucleotide to the antibody. See W094/1 1026. 

In another embodiment, the antibody can be conjugated to a "receptor" (such 

20 streptavidin) for utilization in tumor pretargeting wherein the antibody-receptor conjugate is 
administered to the patient, followed by removal of unbound conjugate from the circulation 
using a clearing agent and then administration of a "ligand" (e.g., avidin) that is in turn 
conjugated to a cytotoxic agent. 



4,14 COMPUTER READABLE SEQUENCES 

In one application of this embodiment, a nucleotide sequence of the present invention 
can be recorded on computer readable media. As used herein, "computer readable media" 
refers to any medium which can be read and accessed directly by a computer. Such media 
30 include, but are not limited to: magnetic storage media, such as floppy discs, hard disc 
storage medium, and magnetic tape; optical storage media such as CD-ROM; electrical 
storage media such as RAM and ROM; and hybrids of these categories such as 
magnetic/optical storage media. A skilled artisan can readily appreciate how any of the 
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presently known computer readable mediums can be used to create a manufacture 
comprising computer readable medium having recorded thereon a nucleotide sequence of the 
present invention. As used herein, "recorded" refers to a process for storing information on 
computer readable medium. A skilled artisan can readily adopt any of the presently known 
5 methods for recording information on computer readable medium to generate manufactures 
comprising the nucleotide sequence information of the present invention. 

A variety of data storage structures are available to a skilled artisan for creating a 
computer readable medium having recorded thereon a nucleotide sequence of the present 
invention. The choice of the data storage structure will generally be based on the means 
10 chosen to access the stored information. In addition, a variety of data processor programs 
and formats can be used to store the nucleotide sequence information of the present 
invention on computer readable medium. The sequence information can be represented in a 
word processing text file, formatted in commercially-available software such as WordPerfect 
and Microsoft Word, or represented in the form of an ASCII file, stored in a database 
1 5 application, such as DB2, Sybase, Oracle, or the like. A skilled artisan can readily adapt any 
number of data processor structuring formats (e.g. text file or database) in order to obtain 
computer readable medium having recorded thereon the nucleotide sequence information of 
the present invention. 

By providing any of the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966 or a 
20 representative fragment thereof; or a nucleotide sequence at least 95% identical to any of the 
nucleotide sequences of SEQ ID NO: 1-684, or 1 369-1966 in computer readable form, a 
skilled artisan can routinely access the sequence information for a variety of purposes. 
Computer software is publicly available which allows a skilled artisan to access sequence 
information provided in a computer readable medium. The examples which follow 
25 demonstrate how software which implements the BLAST (Altschul et al., J. Mol. Biol. 
215:403-410 (1990)) and BLAZE (Brutlag et al., Comp. Chem. 17:203-207 (1993)) search 
algorithms on a Sybase system is used to identify open reading frames (ORFs) within a 
nucleic acid sequence. Such ORFs may be protein-encoding fragments and may be useful in 
producing commercially important proteins such as enzymes used in fermentation reactions 
30 and in the production of commercially useful metabolites. 

As used herein, "a computer-based system" refers to the hardware means, software 
means, and data storage means used to analyze the nucleotide sequence information of the 
present invention. The minimum hardware means of the computer-based systems of the 
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present invention comprises a central processing unit (CPU), input means, output means, and 
data storage means. A skilled artisan can readily appreciate that any one of the currently 
available computer-based systems are suitable for use in the present invention. As stated 
above, the computer-based systems of the present invention comprise a data storage means 

5 having stored therein a nucleotide sequence of the present invention and the necessary 
hardware means and software means for supporting and implementing a search means. As 
used herein, "data storage means" refers to memory which can store nucleotide sequence 
information of the present invention, or a memory access means which can access 
manufactures having recorded thereon the nucleotide sequence information of the present 

10 invention. 

As used herein, "search means" refers to one or more programs which are 
implemented on^the computer-based system to compare a target sequence or target structural 
motif with the sequence information stored within the data storage means. Search means are 
used to identify fragments or regions of a known sequence which match a particular target 

1 5 * sequence or target motif. A variety of known algorithms are disclosed publicly and a variety 
of commercially available software for conducting search means are and can be used in the 
computer-based systems of the present invention. Examples of such software includes, but 
is not limited to, Smith-Waterman, MacPattern (EMBL), BLASTN and BLASTA 
(NPOLYPEPTIDEIA). A skilled artisan can readily recognize that any one of the available 

20 algorithms or implementing software packages for conducting homology searches can be 
adapted for use in the present computer-based systems. As used herein, a "target sequence" 
can be any nucleic acid or amino acid sequence of six or more nucleotides or two or more 
amino acids. A skilled artisan can readily recognize that the longer a target sequence is, the 
less likely a target sequence will be present as a random occurrence in the database. The 

25 most preferred sequence length of a target sequence is from about 10 to 300 amino acids, 
more preferably from about 30 to 100 nucleotide residues. However, it is well recognized 
that searches for commercially important fragments, such as sequence fragments involved in 
gene expression and protein processing, may be of shorter length. 

As used herein, "a target structural motif," or "target motif," refers to any rationally 

30 selected sequence or combination of sequences in which the sequence(s) are chosen based on 
a three-dimensional configuration which is formed upon the folding of the target motif. 
There are a variety of target motifs known in the art. Protein target motifs include, but are 
not limited to, enzyme active sites and signal sequences. Nucleic acid target motifs include, 
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but are not limited to, promoter sequences, hairpin structures and inducible expression 
elements (protein binding sequences). 

4.15 TRIPLE HELIX FORMATION 

5 In addition, the fragments of the present invention, as broadly described, can be used 

to control gene expression through triple helix formation or antisense DNA or RNA, both of 
which methods are based on the binding of a polynucleotide sequence to DNA or RNA. 
Polynucleotides suitable for use in these methods are preferably 20 to 40 bases in length and 
are designed to be complementary to a region of the gene involved in transcription (triple 

10 helix-see Lee et al, NucL Acids Res. 6, 3073 (1979); Cooney et al., Science 15241, 456 
(1988); andDervanetal., Science 251, 1360 (1991)) or to the mRNA itself (antisense- 
Olmno, J. Neurochem. 56:560 (199 1); Oligodeoxynucleotides as Antisense Inhibitors of 
Gene Expression, CRC Press, Boca Raton, FL (1988)). Triple helix-formation optimally 
results in a shut-off of RNA transcription from DNA, while antisense RNA hybridization 

1 5 blocks translation of an mRNA molecule into polypeptide. Both techniques have been 
demonstrated to be effective in model systems. Information contained in the sequences of 
the present invention is necessary for the design of an antisense or triple helix 
oligonucleotide. 

20 4.16 DIAGNOSTIC ASSAYS AND KITS 

The present invention further provides methods to identify the presence or expression 
of one of the ORFs of the present invention, or homolog thereof, in a test sample, using a 
nucleic acid probe or antibodies of the present invention, optionally conjugated or otherwise 
associated with a suitable label. 

25 In general, methods for detecting a polynucleotide of the invention can comprise 

contacting a sample with a compound that binds to and forms a complex with the 
polynucleotide for a period sufficient to form the complex, and detecting the complex, so 
that if a complex is detected, a polynucleotide of the invention is detected in the sample. 
Such methods can also comprise contacting a sample under stringent hybridization 

30 conditions with nucleic acid primers that anneal to a polynucleotide of the invention under 
such conditions, and amplifying annealed polynucleotides, so that if a polynucleotide is 
amplified, a polynucleotide of the invention is detected in the sample. 
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In general, methods for detecting a polypeptide of the invention can comprise 
contacting a sample with a compound that binds to and forms a complex with the 
polypeptide for a period sufficient to form the complex, and detecting the complex, so that if 
a complex is detected, a polypeptide of the invention is detected in the sample. 
5 In detail, such methods comprise incubating a test sample with one or more of the 

antibodies or one or more of the nucleic acid probes of the present invention and assaying 
for binding of the nucleic acid probes or antibodies to components within the test sample. 

Conditions for incubating a nucleic acid probe or antibody with a test sample vary. 
Incubation conditions depend on the format employed in the assay, the detection methods 
1 0 employed, and the type and nature of the nucleic acid probe or antibody used in the assay. 
One skilled in the art will recognize that any one of the commonly available hybridization, 
amplification or immunological assay formats can readily be adapted to employ the nucleic 
acid probes or antibodies of the present inyention. Examples of such assays can be found in 
Chard, T., Ap Introduction to radioimmunoassay and Related Techniques, Elsevier Science 
15 Publishers, Amsterdam, The Netherlands (1986); Bullock, G.R. et al., Techniques in 

Immunocytochemistry, Academic Press, Orlando, FL Vol. 1 (1982), Vol. 2 (1983), Vol. 3 
(1985); Tijssen, P., Practice and Theory of immunoassays: Laboratory Techniques in 
Biochemistry and Molecular Biology, Elsevier Science Publishers, Amsterdam, The 
Netherlands (1985). The test samples of the present invention include cells, protein or 
20 membrane extracts of cells, or biological fluids such as sputum, blood, serum, plasma, or 
urine. The test sample used in the above-described method will vary based on the assay 
format, nature of the detection method and the tissues, cells or extracts used as the sample to 
be assayed. Methods for preparing protein extracts or membrane extracts of cells are well 
known in the art and can be readily be adapted in order to obtain a sample which is 
25 compatible with the system utilized. 

In another embodiment of the present invention, kits are provided which contain the 
necessary reagents to carry out the assays of the present invention. Specifically, the 
invention provides a compartment kit to receive, in close confinement, one or more 
containers which comprises: (a) a first container comprising one of the probes or antibodies 
30 of the present invention; and (b) one or more other containers comprising one or more of the 
following: wash reagents, reagents capable of detecting presence of a bound probe or 
antibody. 
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In detail, a compartment kit includes any kit in which reagents are contained in 
separate containers. Such containers include small glass containers, plastic containers or 
strips of plastic or paper. Such containers allows one to efficiently transfer reagents from 
one compartment to another compartment such that the samples and reagents are not 

5 cross-contaminated, and the agents or solutions of each container can be added in a 
quantitative fashion from one compartment to another. Such containers will include a 
container which will accept the test sample, a container which contains the antibodies used 
in the assay, containers which contain wash reagents (such as phosphate buffered saline, 
Tris-buffers, etc.), and containers which contain the reagents used to detect the bound 

1 0 antibody or probe. Types of detection reagents include labeled nucleic acid probes, labeled 
secondary antibodies, or in the alternative, if the primary antibody is labeled, the enzymatic, 
or antibody binding reagents which are capable of reacting with the labeled antibody. One 
skilled in the art will readily recognize that the disclosed probes and antibodies of the present 
invention can be readily incorporated into one of the established kit formats which are well 

15 ' known in the art ' 

4.17 MEDICAL IMAGING 

The novel polypeptides and binding partners of the invention are useful in medical 
imaging of sites expressing the molecules of the invention (e.g., where the polypeptide of the 
20 invention is involved in the immune response, for imaging sites of inflammation or 
infection). See, e.g., Kunkeletal., U.S. Pat. NO. 5,413,778. Such methods involve 
chemical attachment of a labeling or imaging agent, administration of the labeled 
polypeptide to a subject in a pharmaceutically acceptable carrier, and imaging the labeled 
polypeptide in vivo at the target site. 

25 

4.18 SCREENING ASSAYS 

Using the isolated proteins and polynucleotides of the invention, the present 
invention further provides methods of obtaining and identifying agents which bind to a 
polypeptide encoded by an ORF corresponding to any of the nucleotide sequences set forth 
30 in SEQ ID NO: 1-684, or 1369-1966, or bind to a specific domain of the polypeptide 
encoded by the nucleic acid. In detail, said method comprises the steps of: 

(a) contacting an agent with an isolated protein encoded by an ORF of the 
present invention, or nucleic acid of the invention; and 
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(b) determining whether the agent binds to said protein or said nucleic acid. 
In general, therefore, such methods for identifying compounds that bind to a 
polynucleotide of the invention can comprise contacting a compound with a polynucleotide 
of the invention for a time sufficient to form a polynucleotide/compound complex, and 
5 detecting the complex, so that if a polynucleotide/compound complex is detected, a 
compound that binds to a polynucleotide of the invention is identified. 

Likewise, in general, therefore, such methods for identifying compounds that bind to 
a polypeptide of the invention can comprise contacting a compound with a polypeptide of 
the invention for a time sufficient to form a polypeptide/compound complex, and detecting 
0 the complex, so that if a polypeptide/compound complex is detected, a compound that binds 
to a polynucleotide pf the invention is identified. 

Methods for identifying compounds that bind to a polypeptide of the invention can 
also comprise contacting a compound with a polypeptide of the invention in a cell for a time 
sufficient to form a polypeptide/compound complex, wherein the complex drives expression 
15 of a receptor gene sequence in the cell, and detecting the complex by detecting reporter gene 
sequence expression, so that if a polypeptide/compound complex is detected, a compound 
that binds a polypeptide of the invention is identified. 

Compounds identified via such methods can include compounds which modulate the 
activity of a polypeptide of the invention (that is, increase or decrease its activity, relative to 
20 activity observed in the absence of the compound). Alternatively, compounds identified via 
such methods can include compounds which modulate the expression of a polynucleotide of 
the invention (that is, increase or decrease expression relative to expression levels observed 
in the absence of the compound). Compounds, such as compounds identified via the 
methods of the invention, can be tested using standard assays well known to those of skill in 
25 the art for their ability to modulate activity/expression. 

The agents screened in the above assay can be, but are not limited to, peptides, 
carbohydrates, vitamin derivatives, or other pharmaceutical agents. The agents can be 
selected and screened at random or rationally selected or designed using protein modeling 
techniques. 

30 For random screening, agents such as peptides, carbohydrates, pharmaceutical agents 

and the like are selected at random and are assayed for their ability to bind to the protein 
encoded by the ORF of the present invention. Alternatively, agents may be rationally 
selected or designed. As used herein, an agent is said to be "rationally selected or designed" 
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when the agent is chosen based on the configuration of the particular protein. For example, 
one skilled in the art can readily adapt currently available procedures to generate peptides, 
pharmaceutical agents and the like, capable of binding to a specific peptide sequence, in 
order to generate rationally designed antipeptide peptides, for example see Hurby et al., 

5 Application of Synthetic Peptides: Antisense Peptides," In Synthetic Peptides, A User's 
Guide, W.H. Freeman, NY (1992), pp. 289-307, and Kaspczak et al, Biochemistry 
28:9230-8 (1989), or pharmaceutical agents, or the like. 

In addition to the foregoing, one class of agents of the present invention, as broadly 
described, can be used to control gene expression through binding to one of the ORFs or 

10 EMFs of the present invention. As described above, such agents can be randomly screened 
or rationally desired/selected. Targeting the ORF or EMF allows a skilled artisan to design 
sequence specific or element specific agents, modulating the expression of either a single 
ORF or multiple ORFs which reiy on the same EMF for expression control. One class of 
. DNA binding agents are agents which contain base residues which hybridize or form a triple 

15 helix formation by binding to DNA or RNA. Such agents can be based on the classic 
phosphodiester, ribonucleic acid backbone, or can be a variety of sulfhydryl or polymeric 
derivatives which have base attachment capacity. 

Agents suitable for use in these methods preferably contain 20 to 40 bases and are 
designed to be complementary to a region of the gene involved in transcription (triple helix - 

20 see Lee et al., Nucl. Acids Res. 6, 3073 (1979); Cooney et al., Science 241, 456 (1988); and 
Dervan et al., Science 251, 1360 (1991)) or to the mRNA itself (antisense-Okano, J. 
Neurochem. 56, 560 (1991); Oligodeoxynucleotides as Antisense Inhibitors of Gene 
Expression, CRC Press, Boca Raton, FL (1988)). Triple helix-formation optimally results in 
a shut-off of RNA transcription from DNA, while antisense RNA hybridization blocks 

25 translation of an mRNA molecule into polypeptide. Both techniques have been 

demonstrated to be effective in model systems. Information contained in the sequences of 
the present invention is necessary for the design of an antisense or triple helix 
oligonucleotide and other DNA binding agents. 

Agents which bind to a protein encoded by one of the ORFs of the present invention 

30 can be used as a diagnostic agent. Agents which bind to a protein encoded by one of the 
ORFs of the present invention can be formulated using known techniques to generate a 
pharmaceutical composition. 
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4.19 USE OF NUCLEIC ACIDS AS PROBES 

Another aspect of the subject invention is to provide for polypeptide-specific nucleic 

acid hybridization probes capable of hybridizing with naturally occurring nucleotide 

sequences. The hybridization probes of the subject invention may be derived from any of 

5 the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966. Because the corresponding 

gene is only expressed in a limited number of tissues, a hybridization probe derived from 

any of the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966 can be used as an 

indicator of the presence of RNA of cell type of such a tissue in a sample. 

Any suitable hybridization technique can be employed, such as, for example, in situ 

10 hybridization. PCR as described in US Patents Nos. 4,683,195 and 4,965,188 provides 

additional uses for oligonucleotides based upon the nucleotide sequences. Such probes used 

c 

m PCR may be of recpmbinant origin, may be chemically synthesized, or a mixture of both. 
The probe will comprise a discrete nucleotide sequence for the detection of identical ' 
sequences or a degenerate pool of possible sequences for identification of closely related 

15 genomic sequences. 

Other means for producing specific hybridization probes for nucleic acids include the 
cloning of nucleic acid sequences into vectors for the production of mRNA probes. Such 
vectors are known in the art and are commercially available and may be used to synthesize 
RNA probes in vitro by means of the addition of the appropriate RNA polymerase as 17 or 

20 SP6 RNA polymerase and the appropriate radioactively labeled nucleotides. The nucleotide 
sequences may be used to construct hybridization probes for mapping their respective 
genomic sequences. The nucleotide sequence provided herein may be mapped to a 
chromosome or specific regions of a chromosome using well-known genetic and/or 
chromosomal mapping techniques. These techniques include in situ hybridization, linkage 

25 analysis against known chromosomal markers, hybridization screening with libraries or 
flow-sorted chromosomal preparations specific to known chromosomes, and the like. The 
technique of fluorescent in situ hybridization of chromosome spreads has been described, 
among other places, in Verma et al (1988) Human Chromosomes: A Manual of Basic 
Techniques, Pergamon Press, New York NY. 

30 Fluorescent in situ hybridization of chromosomal preparations and other physical 

chromosome mapping techniques may be correlated with additional genetic map data. 
Examples of genetic map data can be found in the 1994 Genome Issue of Science 
(265 : 1 98 1 f). Correlation between the location of a nucleic acid on a physical chromosomal 
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map and a specific disease (or predisposition to a specific disease) may help delimit the 
region of DNA associated with that genetic disease. The nucleotide sequences of the subject 
invention may be used to detect differences in gene sequences between normal, carrier or 
affected individuals. 

5 4.20 PREPARATION OF SUPPORT BOUND OLIGONUCLEOTIDES 

Oligonucleotides, i.e., small nucleic acid segments, may be readily prepared by, for 
example, directly synthesizing the oligonucleotide by chemical means, as is commonly 
practiced using an automated oligonucleotide synthesizer. 

Support bound oligonucleotides may be prepared by any of the methods known to those 
10 of skill in the art using any suitable support such as glass, polystyrene or Teflon. One strategy 
is to precisely spot oligonucleotides synthesized by standard synthesizers. Immobilization can 
be achieved using passive adsorption (Thouye & Hondo, (1990) J. Clin. Microbiol. 28(6), 1469- 
72); using UV light (Nagata et al, 1985; Dahlen et aL, 1987; Morrissey & Collins, (1989) Mol. 
Cell Probes 3(2) 189-207) or by covalent binding of base modified DNA (Keller^a/., 1988; 
15 1989); all references being specifically incorporated herein. 

Another strategy that may be employed is the use of the strong biotin-streptavidin 
interaction as a linker. For example, Broude et al (1994) Proc. Natl. Acad. Sci. USA 91(8), 
3072-6, describe the use of biotinylated probes, although these are duplex probes, that are 
immobilized on streptavidin-coated magnetic beads. Streptavidin-coated beads may be 
20 purchased from Dynal, Oslo. Of course, this same linking chemistry is applicable to coating 
any surface with streptavidin. Biotinylated probes may be purchased from various sources, 
such as, e.g., Operon Technologies (Alameda, CA). 

Nunc Laboratories (Naperville, IL) is also selling suitable material that could be used. 
Nunc Laboratories have developed a method by which DNA can be covalently bound to the 
25 microwell surface termed Covalink NH. CovaLink NH is a polystyrene surface grafted with 
secondary amino groups (>NH) that serve as bridgeheads for further covalent coupling. 
CovaLink Modules may be purchased from Nunc Laboratories. DNA molecules may be bound 
to CovaLink exclusively at the 5 ! -end by a phosphoramidate bond, allowing immobilization of 
more than 1 pmol of DNA (Rasmussen et al, (1991) Anal. Biochem. 198(1) 138-42). 
30 The use of CovaLink NH strips for covalent binding of DNA molecules at the 5'-end 

has been described (Rasmussen et al., (1991). In this technology, a phosphoramidate bond is 
employed (Chu et al., (1983) Nucleic Acids Res. 1 1(8) 6513-29). This is beneficial as 
immobilization using only a single covalent bond is preferred. The phosphoramidate bond joins 
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the DNA to the CovaLink NH secondary amino groups that are positioned at the end of spacer 
arms covalently grafted onto the polystyrene surface through a 2 nm long spacer aim. To link 
an oligonucleotide to CovaLink NH via an phosphoramidate bond, the oligonucleotide terminus 
must have a 5 -end phosphate group. It is, perhaps, even possible for biotin to be covalently 

5 bound to CovaLink and then streptavidin used to bind the probes. 

More specifically, the linkage method includes dissolving DNA in water (7.5 ng/nl) and 
denaturing for 10 min. at 95°C and cooling on ice for 10 min. Ice-cold 0.1 M 1- 
methylimidazole, pH 7.0 (l-Melm?), is then added to a final concentration of 10 mM 1-Melm7. 
A ss DNA solution is then dispensed into CovaLink NH strips (75 |d/well) standing on ice. 

10 Caibodiimide 0.2 M l-e%l-3-(3-dimethylaininopropyl)K;arbodiiinide (EDC), 

dissolved in 10 mM 1-Melm7, is made fresh and 25 \x\ added per well. The strips are incubated 
for 5 hours at 50°C. After incubation the strips are washed [using, e.g., Nunc-Immuno Wash; 
first the wells are washed 3 times, then they are soaked with' washing solution for 5 min., and 
finally they are washed 3 times (where in the washing solution is 0.4 N NaOH, 0.25% SDS . 

15 heated to 50°C). 

It is contemplated that a further suitable method for use with the present invention is 
that described in PCT Patent Application WO 90/03382 (Southern & Maskos), incorporated ' 
herein by reference. This method of preparing an oligonucleotide bound to a support involves 
attaching a nucleoside 3 -reagent through the phosphate group by a covalent phosphodiester link 

20 to aliphatic hydroxyl groups carried by the support. The oligonucleotide is then synthesized on 
the supported nucleoside and protecting groups removed from the synthetic oligonucleotide 
chain under standard conditions that do not cleave the oligonucleotide from the support. 
Suitable reagents include nucleoside phosphoramidite and nucleoside hydrogen phosphorate. 

An on-chip strategy for the preparation of DNA probe for the preparation of DNA probe 

25 arrays may be employed. For example, addressable laser-activated photodeprotection may be 
employed in the chemical synthesis of oligonucleotides directly on a glass surface, as described 
by Fodor et al (1991) Science 251(4995), 767-73, incorporated herein by reference. Probes 
may also be immobilized on nylon supports as described by Van Ness et al (1991) Nucleic 
Acids Res., 19(12) 3345-50; or linked to Teflon using the method of Duncan & Cavalier (1988) 

30 Anal. Biochem. 169(1), 104-8; all references being specifically incorporated herein. 

To link an oligonucleotide to a nylon support, as described by Van Ness et al (1991), 
requires activation of the nylon surface via alkylation and selective activation of the 5 f -amine of 
oligonucleotides with cyanuric chloride. 
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One particular way to prepare support bound oligonucleotides is to utilize the 
light-generated synthesis described by Pease et al, (1994) Proc. Natl. Acad. Sci., USA 91(1 1), 
5022-6, incorporated herein by reference). These authors used current photolithographic 
techniques to generate arrays of immobilized oligonucleotide probes (DNA chips). These 
5 methods, in which light is used to direct the synthesis of oligonucleotide probes in high-density, 
miniaturized arrays, utilize photolabile 5-protectedN-acyl-deoxynucleoside phosphoramidites, 
surface linker chemistry and versatile combinatorial synthesis strategies. A matrix of 256 
spatially defined oligonucleotide probes may be generated in this manner. 

4.21 PREPARATION OF NUCLEIC ACID FRAGMENTS 
10 The nucleic acids may be obtained from any appropriate source, such as cDNAs, 

genomic DNA, chromosomal DNA, microdissected chromosome bands, cosmid or YAC 

inserts, and RNA, including mRNA without any amplification steps. For example, Sambrook 

et a/..(1989) describes three protocols for the isolation of high molecular weight DNA from 

mammalian cells (p. 9.14-9.23). 
1 5 DNA fragments may be prepared as clones in M13, plasmid or lambda vectors and/or 

prepared directly from genomic DNA or cDNA by PCR or other amplification methods. 

Samples may be prepared or dispensed in multiwell plates. About 100-1000 ng of DNA 

samples may be prepared in 2-500 ml of final volume. 

The nucleic acids would then be fragmented by any of the methods known to those of 
20 skill in the art including, for example, using restriction enzymes as described at 9.24-9.28 of 

Sambrook et al (1989), shearing by ultrasound andNaOH treatment. 

Low pressure shearing is also appropriate, as described by Schriefer et al (1990) 

Nucleic Acids Res. 1 8(24), 7455-6, incorporated herein by reference). In this method, DNA 

samples are passed through a small French pressure cell at a variety of low to intermediate 
25 pressures. A lever device allows controlled application of low to intermediate pressures to the 

cell. The results of these studies indicate that low-pressure shearing is a useful alternative to 

sonic and enzymatic DNA fragmentation methods. 

One particularly suitable way for fragmenting DNA is contemplated to be that using the 

two base recognition endonuclease, CvzJI, described by Fitzgerald et al (1992) Nucleic Acids 
30 Res. 20(14) 3753-62. These authors described an approach for the rapid fragmentation and 

fractionation of DNA into particular sizes that they contemplated to be suitable for shotgun 

cloning and sequencing. 
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The restriction endonuclease CviJI normally cleaves the recognition sequence PuGCPy 
between the G and C to leave blunt ends. Atypical reaction conditions, which alter the 
specificity of this enzyme (Cvtfl**), yield a quasi-random distribution of DNA fragments form 
the small molecule pUC19 (2688 base pairs). Fitzgerald et al (1992), quantitatively evaluated 
5 the randomness of this fragmentation strategy, using a Cv0I** digest of pUC19 that was size 
fractionated by a rapid gel filtration method and directly ligated, without end repair, to a lac Z 
minus Ml 3 cloning vector. Sequence analysis of 76 clones showed that CvzJI** restricts 
pyGCPy and PuGCPu, in addition to PuGCPy sites, and that new sequence data is accumulated 
at a rate consistent with random fragmentation. 
10 As reported in the literature, advantages of this approach compared to sonication and 

„ agarose gel fractionation include: smaller amounts of DNA are required (0.2-0.5 \xg instead of 
2-5 \xg); and fewer steps are involved (no preligation, end repair, chemical extraction, or 
agarose gel electrophoresis and elution are needed). 

Irrespective of the manner in which the nucleic acid fragments are obtained or prepared, 
15 it is important to denature the DNA to give single stranded pieces available for hybridization. 
This is achieved by incubating the DNA solution for 2-5 minutes at 80-90°C. The solution is 
then cooled quickly to 2°C to prevent renaturation of the DNA fragments before they are 
contacted with the chip. Phosphate groups must also be removed from genomic DNA by 
methods known in the art 

20 4.22 PREPARATION OF DNA ARRAYS 

Arrays may be prepared by spotting DNA samples on a support such as a nylon 
membrane. Spotting may be performed by using arrays of metal pins (the positions of which 
correspond to an array of wells in a microtiter plate) to repeated by transfer of about 20 nl of a 
DNA solution to a nylon membrane. By offset printing, a density of dots higher than the density 

25 of the wells is achieved. One to 25 dots may be accommodated in 1 mm 2 , depending on the 
type of label used. By avoiding spotting in some preselected number of rows and columns, 
separate subsets (subarrays) may be formed. Samples in one subarray may be the same genomic 
segment of DNA (or the same gene) from different individuals, or may be different, overlapped 
genomic clones. Each of the subarrays may represent replica spotting of the same samples. In 

30 one example, a selected gene segment may be amplified from 64 patients. For each patient, the 
amplified gene segment may be in one 96-well plate (all 96 wells containing the same sample). 
A plate for each of the 64 patients is prepared. By using a 96-pin device, all samples may be 
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spotted on one 8 x 12 cm membrane. Subairays may contain 64 samples, one from each patient. 
Where the 96 subarraysaie identical, the dot span may be 1 mm 2 and there may be a 1 mm 
space between subairays. 

Another approach is to use membranes or plates (available from NUNC, Naperville, 
5 Illinois) which may be partitioned by physical spacers e.g. a plastic grid molded over the 
membrane, the grid being similar to the sort of membrane applied to the bottom of multiwell 
plates, or hydrophobic strips. A fixed physical spacer is not preferred for imaging by exposure 
to flat phosphor-storage screens or x-ray films. 

The present invention is illustrated in the following examples. Upon consideration of 

1 0 the present disclosure, one of skill in the art will appreciate fhat many other embodiments and 
variations may be made in the scope of the present invention. Accordingly, it is intended that 
the broader aspects of the present invention not be limited to the disclosure of the following 
examples. The present invention is not to be limited in scope by the exemplified embodiments 
. which are intended as illustrations of single aspects of the invention, and compositions and 

1 5 methods which are functionally equivalent are within the scope of the invention. Indeed, 

numerous modifications and variations in the practice of the invention are expected to occur to 
those skilled in the art upon consideration of the present preferred embodiments. Consequently, 
the only limitations which should be placed upon the scope of the invention are those which 
appear in the appended claims. 

20 All references cited within the body of the instant specification are hereby incorporated 

by reference in their entirety. 

5.0 EXAMPLES 

5.1 EXAMPLE 1 

Novel Nucleic Acid Sequences Obtained From Various Libraries 
25 A plurality of novel nucleic acids were obtained from cDNA libraries prepared from 

various human tissues and in some cases isolated from a genomic library derived from human 
chromosome using standard PCR, SBH sequence signature analysis and Sanger sequencing 
techniques. The inserts of the library were amplified with PCR using primers specific for the 
vector sequences which flank the inserts. Clones from cDNA libraries were spotted on nylon 
30 membrane filters and screened with oligonucleotide probes (e.g., 7-mers) to obtain signature 
sequences. The clones were clustered into groups of similar or identical sequences. 
Representative clones were selected for sequencing. 
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In some cases, the 5' sequence of the amplified inserts was then deduced using a typical 
Sanger sequencing protocol. PCR products were purified and subjected to fluorescent dye 
terminator cycle sequencing. Single pass gel sequencing was done using a 377 Applied 
Biosystems (ABI) sequencer to obtain the novel nucleic acid sequences. 

5 5.2 EXAMPLE 2 

Assemblage of Novel Nucleic Acids 

The contigs or nucleic acids of the present invention, designated as SEQ ID NO: 1369- 
1966 were assembled using an EST sequence as a seed Then a recursive algorithm was used to - 
extend the seed EST into an extended assemblage, by pulling additional sequences from 

10 different databases (i.e., Hyseq's database containing EST sequences, dbEST, gb pri, and 
UniGene, and exons from public domain genomic sequences predicated by GenScan) that 
belong to this assemblage. The algorithm terminated when there were no additional sequences 
from the above databases that would extend the assemblage. Further, inclusion of component 
sequences into the assemblage was based on a BLASTN hit to the extending assemblage with 

1 5 BLAST score greater than 300 and percent identity greater than 95%. 

Table 7 sets forth the novel predicted polypeptides (including proteins), SEQ ID NO: 
1967-2564, encoded by the novel polynucleotides (SEQ ID NO: 1369-1966) of the present 
invention, and their corresponding translation start and stop nucleotide locations to each of SEQ 
ID NO: 1369-1966. Table 7 also indicates the method by which the polypeptide was predicted. 

20 Method A refers to a polypeptide obtained by using a software program called FASTY 
(available from http://fasta.bioch.virginia.edu') which selects a polypeptide based on a 
comparison of the translated novel polynucleotide to known polynucleotides (W.R. Pearson, 
Methods in Enzymology, 183:63-98 (1990), herein incorporated by reference). Method B 
refers to a polypeptide obtained by using a software program called GenScan for 

25 human/vertebrate sequences (available from Stanford University, Office of Technology 
Licensing) that predicts the polypeptide based on a probabilistic model of gene 
structure/compositional properties (C. Burge and S. Karlin, J. Mol. Biol., 268:78-94 (1997), 
incorporated herein by reference). Method C refers to a polypeptide obtained by using a Hyseq 
proprietary software program that translates the novel polynucleotide and its complementary 

30 strand into six possible amino acid sequences (forward and reverse frames) and chooses the 
polypeptide with the longest open reading frame. 
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5.3 EXAMPLE 3 
Novel Nucleic Acids 

The novel nucleic acids of the present invention were assembled from sequences that 
were obtained from a cDNA library by methods described in Example 1 above, and in some 
5 cases sequences obtained from one or more public databases. The nucleic acids were 

assembled using an EST sequence as a seed. Then a recursive algorithm was used to extend the 
seed EST into an extended assemblage, by pulling additional sequences from different 
databases (Hyseq's database containing EST sequences, dbEST, gb pri, and UniGene) that 
belong to this assemblage. The algorithm terminated when there was no additional sequences 

10 from the above databases that would extend the assemblage. Inclusion of component sequences 
into the assemblage was based on a BLASTN hit to the extending assemblage with BLAST 
score greater than 300 and percent identity greater than 95%. 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full-length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any 

15 frame shifts and incorrect stop codons were corrected by hand editing. During editing, the 
sequences were checked using FASTY and/or BLAST against Genebank (i.e., dbEST, gb pri, 
UniGene, and Genpept) and the Geneseq (Derwent). Other computer programs which may 
have been used in the editing process were phiedPhrap and Consed (University of Washington) 
and ed-ready, ed-ext and cg-zip-2 (Hyseq, Inc.). The full-length nucleotide and amino acid 

20 sequences, including splice variants resulting from these procedures are shown in the Sequence 
Listing as SEQ ID NO: 1-1368. 

The nucleic acid sequences of the present invention were confirmed to have at least 
one transmembrane domain using the TMpred program 

Oittp://www.ch.embnet.org/software/TMPRED form.htmn . One of skill in the art will 
25 recognize that the proteins of the present invention may be utilized as either a membrane- 
bound target or a soluble protein. 

Table 1 shows the various tissue sources of SEQ ID NO: 1-684. 
The homologs for polypeptides SEQ ID NO: 685-1368 that correspond to nucleotide 
sequences SEQ ID NO: 1-684 were obtained by a BLASTP version 2.0al 19MP-WashU 
30 searches against Genpept and Geneseq (Derwent) using BLAST algorithm. The results 
showing homologues for SEQ ID NO: 685-1368 are shown in Tables 2A and 2B. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al, J. 
Comp. Biol., Vol. 6, 219-235 (1999), http://motif.stanford.edu/ematrix^earch/ herein 
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incorporated by reference), all the polypeptide sequences were examined to determine 
whether they had identifiable signature regions. Scoring matrices of the eMatrix software 
package are derived from the BLOCKS, PRINTS, PFAM, PRODOM, and DOMO 
databases. Tables 3 A and 3B show the accession number of the homologous eMatrix 

5 signature found in the indicated polypeptide sequence, its description, and the results 

obtained which include accession number subtype; raw score; p-value; and the position of 
signature in amino acid sequence. 

Using the Pfam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 
26(1) pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences 

10 were examined for domains with homology to certain peptide domains. Tables 4A and 4B 
show the name of the Pfam model found, the description, the e-value and the Pfam score for 
the identified model within the sequence. Further description of the Pfam models can be 
found at http://pfam.wustl.edu/ . 

Table 5 shows the position of the signal peptide in each of the polypeptides and the 

1 5 maximum score and mean score associated with that signal peptide using Neural Network 
SignalP Vl.l program (from Center for Biological Sequence Analysis, The Technical 
University of Denmark). The process for identifying prokaryotic and eukaiyotic signal 
peptides and their cleavage sites are also disclosed by Henrik Nielson, Jacob Engelbrecht, 
Soren Brunak, and Gunnar von Heijne in the publication " Identification of prokaryotic and 

20 eukaryotic signal peptides and prediction of their cleavage sites" Protein Engineering, Vol. 
10, no. 1, pp. 1-6 (1997), incorporated herein by reference. A maximum S score and a mean 
S score, as described in the Nielson et al reference, was obtained for the polypeptide 
sequences. 

Table 6 correlates nucleotide sequences of the invention to a specific chromosomal 

25 location when assignable. 

Table 8 shows the number of transmembrane regions, their location(s), and TMPred 
score obtained, for each of the SEQ ID NO: 685-1368 that had a TMPred score of 500 or 
greater, using the TMpred program 
fhttp://www.ch.embnet.org/software/TMPRED form.html) . 

30 Table 9 is a correlation table of the novel polynucleotide sequences SEQ ID NO: 1- 

684, their corresponding polypeptide sequences SEQ ID NO: 685-1368, their corresponding 
priority contig nucleotide sequences SEQ ID NO: 1369-1966, their corresponding priority 
contig polypeptide sequences SEQ ID NO: 1967-2564, and the US serial number of the 
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priority application (all of which are herein incorporated in their entirety), in which the 
contig sequence was filed. 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ D) NOS: 


adult brain 


GIBCO 


AB3001 


39-40 56 


68 


93 








154- 


155 


189 


205 








215 


221 












289- 


290 


996 
£* -7 O 


298 








305 


307 


■314 


J z *± 








346 


362 


J 1 O 


■J ot 








438 


444 




*± y 








502 


532 


EC'S 

JOJ 










624 


654 


boo 




adult brain 


GIBCO 


ABD003 


10 13 15 


± i - 


2U 2 / 








29 34 40 


A 1 


A Q C C 

43 bo 








61-63 66 


C Q 
DO 


•7 c on 
/b o U- 








82 86 93 


-y4 


QC QQ 

y b y o 








102 


106 


13 7 


±bU 








154 


156- 


ICQ 

iby 


lbl 








168- 


169 


1 *7*5 

173- 


1 74 








179 


188 


O A C 

2Gb 


21U 








212 


215 


221 


22y- 








231 


243 




2y u 








296 


302 


3Ub 


3U / 








313- 


•315 


"51 Q- 
j JLy- 


*2 o n 
-32 U 








323 


325 


331 


346 








349 


352 


359 


362 








367 


371 


376 


384 








420- 


•421 


428 


438 








444 


447 


461- 


-462 








473- 


-474 


487 


493 








499 


516 


519 


522- 








523 


529 


532 


541 








550 


563 


587- 


-588 








601 


612 


616 


624 








627 


635 


643 


652- 








654 


660 


669 


672- 








673 


677- 


-678 




adult brain 


. Cl on tech 


ABR001 


7 18 22 


24 29 47- 








50 


56 68 70 


75 79 








112 


-113 


152 


161 








186 


205- 


-206 


212 








220 


230 


259 


-262 








280 


282 


296 


302 








346 


361 


376 


384 








420 


465 


488 


-489 








492 


518 


520 


587 








595 


620 


-621 


652 








660 


682 






adult brain 


Clontech 


ABR006 


7-8 


10 


13 16 20-21 








23 


27 34 37 


40 53 








56 


64-65 69 


-70 73- 








74 


79 88-89 


92 100 








104 


-105 


147 


-150 








160 


-161 


170 


186 








200 


207 


212 


229- 








230 


243 


256 


259- 








262 


266 


275 


-278 








280 


282 


-283 


287 








289 


-290 


307 


309 








314 


-315 


317 


-318 








321 


-322 


325 


337- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








338 349-352 357 








359-360 364 377 








384 430 447-448 








461 466 484 499 








501 503 518 520 








530 532 542-546 








552 556 562-563 








569-571 600 607- 








616 620-621 623- 








625 628-629 641- 








642 653 660 672- 








673 677-678 682 


adult brain 


Clontech 


ABR008 


7-8 10 14 19 21 23 








25-28 30-33 37-39 








43 46-50 52-53 56- 








57 59 62-65 67-68 








73-76 86-89 92-94 








104-105 118 131- 








134 139-140 144 








147-148 150 153- 








154 160-165 170 


- 






180 186 189 205- 








206 208-212 218- 








219 223 229-230 








232-234 236 242- 








245 249 259-263 








266 268 270 273 








283-289 293 298 








302 305 307-308 








313-316 318-324 








334-335 337-341 








343 346 349 351 








356 359 361-364 








367 371 377 381 








384 387-388 390 








403-404 419 423- 








425 431 435-436 








438 440-441 445- 








451 462 473-475 








484 493 498-501 








504-506 509 512 








514-522 525 527 








529-530 532 534 








543-545 550 558 








562-564 569 576 








583-584 591 597- 








599 601-602 605 








607-610 620-621 








624-625 627-628 








631-632 638-640 








652-653 660 663 








665 670-671 


adult brain 


Clontech 


ABR011 


289 384 537 


adult brain 


BioChain 


ABR012 


26 384 607 


adult brain 


BioChain 


ABR013 


20 79 153 220 289 








384 465 526 


adult brain 


Invitrogen 


ABR014 


48-50 52 106 170 








230 335 384 430 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEO ID NOS: 








438 501 530 536 








635 643 


adult brain 


Invitrogen 


ABR015 


20 46 106 150 153 








216 371 384 401 








461 526 643 


aUUlt JJxallL 


Trwi tr ocieii 

XXX ¥ X OX WJWM 


ABR016 


60 69 153 368 384- 








385 507 522 587 








654 


cLQuiu .Dram 


ixx v J. ui uycu 


ABT004 


10. 16 24 29 43 47- 






49 56 60 64 67-69 








73 79 97-98 165 








168-170 179 186 








189 205 230 242- 








247 249 259-263 








289-290 296 298 








305 308-310 314- 








315 319 329-330 








332-333 349. 359 








380 384-385 387- 








388 390 428 451 








456-457 475 487- 








490 492-493 499- 






*" 


500 512 5i9-520 








522 529-530 587 ■ 








612 620-621 643 








654 663' 665 


cultured 


Stratagene 


ADP001 


10 19-20 23 26 36 


preadipocytes 






68 70 106 116-117 






147-148 165 171- 








172 189 220 246- 








247 256 273 289 








305 316-319 329- 








330 349 351 361 








365 392 394-398 








400 423-424 428 








451 465 487 499 








507 522 529 534 








543 587 643 672- 








673 682 


aQXcIial yjLaiia 




ADR002 


10 18 25 27 29 47- 






49 52-53 56 64 73- 








75 83 87 90 100 








106 110 124 130 








• 137 144 160-161 








163 182 189 198 








200 202-203 208 








211-212 215 217 








220 237-241 249 








251 259-263 280 








289-293 296 317- 








319 329-331 344- 








345 359 362 371 








377 384 390 403- 








404 423-424 426 








465 499-501 507 








516 522 525 539 








570 572-573 585 








600-601 611 620- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQIDNOS: 








621 
643 
673 


623- 

660 

675 


624 
663 


635 
672- 


adult heart 


GIBCO 


AHR001 


5 16 18 


24-26 34 








37 39 46 


56 


64 66- 








68 75 77 


83 


86-89 








92 94-97 


101-102 








104- 


-106 


110 


134 








150 


154 


158- 


•159 








162 


168- 


170 


194- 








196 


202- 


203 


212 








215 


224- 


226 


229 








269 


289 


296 


302 








306 


308- 


309 


314 








320 


323- 


324 


331 








336- 


-338 


342 


346 








356 


367 


371 


377- 








378 


384- 


385 


390 








400 


402 


417- 


-418 








421 


428 


431 


436 








438 


447 


461- 


•462 








475 


479 


484- 


-485 








491 


498 


501 


507 








516 


518 


522- 


-525 








530 


532 


534 


541 








554 


564 


570 


572- 








573 


586- 


587 


601 








605 


607 


610 


613- 








614 


635 


643 


652 








662 


669 


672- 


-673 


adult kidney 


GIBCO 


AKD001 


5 10 12- 


•13 16 18 








20 24-26 29 


39 43 








52 54 56 62- 


-64 66 








68 71-72 75- 


-76 83 








89-96 98 106-109 








112 


-114 


116- 


-117 








122 


-126 


131 


137 








139 


155 


158- 


-159 








162 


170 


172- 


-174 








177 


183- 


•184 


188 








200 


202- 


•203 


205 








208 


215- 


■216 


218- 








219 


229- 


-230 


245 








247 


256 


268 


272 








275 


-278 


289 


-290 








296 


298- 


-299 


302 








308 


-309 


314 


316 








319 


-320 


323 


329- 








330 


332- 


•333 


336 








350 


359- 


-360 


364' 








367 


-368 


371 


377 








384 


392- 


-393 


400 








402 


420 


423 


-424 








428 


431 


435 


-436 








438 


444 


451 


461 








473 


-474 


484 


-486 








492 


-493 


499 


-500 








504 


-507 


510 


516 
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TABLE 1 



Tissue Origin 



library/BNA Source 



HYSEQ Library Name 



SEQ ID NOS: 



518-519 
524 526 
532 534 
541 567- 
588 613 
623 631- 
643 652 
668 672- 



521-522 
529-530 
537 539 
568 5B7- 
620-621 
632 635 
654 664 
673 



adult kidney 



Invitrogen 



AKT002 



6 8 10 14-15 
24-25 29 33- 
46-50 64 67 
82 85 88 93- 
116-117 126 
154 157 162- 
168-169 188 
216-219 222 
234 255-256 
275-278 289 
298 308 312 
319 332-333 
338 348358 
368 370-371 
390 400 421 
435 438 451 
462 491-493 
501 507 509 
518 520 522 
530 535-537 
564 567-568 
587 597-599 
631-632 635 
652 662 666 
672-673 675 
679 . 



17 20 
34 40 
75 80- 
94 106 
150 
164 
199 
232- 
271 
296 
317- 
337- 
360 
384 
430 
461- 
499- 
516 
524 
552 
580 
607 
643 
669 
677- 



adult lung 



GIBCO 



ALG001 



13 22 26 63 66 68 
75 93 106 112-114 
127-130 137 144 
150 165 177 230 
256 271 289 302 
314 323 327 337 
342-343 368 371 
384 390 392-393 
421 484 488-489 
504-507 539 564 
638-639 643 661 
675 



lymph node 



Clontech 



ALN001 



young liver 



GIBCO 



ALV001 



13 26 33 
128-131 
166 173- 
203 211 
256 259 
320 327 
368 371 
509 526 



54 56 
135 150 
174 202- 
215-216 
262 289 
350 367- 
465 507 
643 669 



5 10 13 24-25 43- 
44 56 67-68 71 80- 
82 89 106 110-111 
132-133 137 154 
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TABLE 1 





Library/RNA Source 


HYSEQ Library Name 


SEO ID NOS: 








168-170 179 183- 








184 205 218-219 








221 229 275-278 








296 302 320 367 








371 390 428 438 








487-490 498 502 








507 525 530 538 








635 641-643 651 








666 


adult liver 


inviLrogen 


ruj V w w a 


5 14 16-17 19 24- 






25 37 52 64 66 68 








80-82 87 90 93 97- 








98 104-105 132-133 








137 140 150 170 








183 186 188 215 








218-220 229 232- 








234 249 256 272 








275-278 289 294- 








295 311-312 314 








319 332-333 351 








358-359 364 366 








371 377 381 386- 








387 392-393 428 








449 451 465 487- 








489 495-498 518 








522 538 593 601 








607 610 631-632 








643 666 


acLuic liver 




ALV003 


7 18-19 24 38 46 








180 186 216 220 








222 249 275-278 








371 390 427 465 








495 499 530 538 








623 627 632 666 








679-680 


adult ovary 


inviurogen 


AOV001 


5 7-8 10 12 14 16 






18 20 25-27 29 33 








36 38-40 47-49 53- 








54 56 59 61-62 64 








67-68 73-76 79-83 








87 89 92-94 96 98 








106-107 111-114 








116-118 121 128- 








131 134-135 137 








139-142 150 153- 








154 157-161 171- 








177 179-180 182 








187 189 194-198 








200 202-203 205- 








206 211 218-219 








222 229-230 235- 








241 245 249 251 








254-256 259-264 








267 272 282 289- 








290 296 298-299 








302 305-306 308 








311-314 316 320 








323-325 327 331- 



WO 2004/080148 



PCT/US2003/030720 



120 
TABLE 1 



Tissue Origin 



ibrary/RNA Source 



HYSEQ Library Name 



SEQIDNOS: 



333 
347 
362 
377 
390 
402 
427- 
438 
459- 
474 
491 
501- 
511 
522 
539 
555 
581 
602 
620 
631 
652 
669 



336 
349- 
367- 
380 
392- 
420- 
428 
444 
462 
484 
493 
•502 
516 
524 
543 
-556 
587 
605 
-621 
632 
654 
679 



342 346- 
351 358 
368 371 
383-384 
393 400 
423 425 
435-436 
451 454 
471 473- 
487-489 
498-499 
504-507 
518 521- 
530 532 
547-550 
564-565 
593 595 
607 616 
623-624 
635 643 
660 667- 
-680 



adult placenta 



Clontech 



APL001 



placenta 



Invitrogen 



APL002 



adult spleen 



GIBCO 



ASP001 



1-4 63-64 66 143 
145-146 178 211 
216 289 296 323 
351 384 537 630 



1-4 7 51 68 85 98 
151-152 192 208 
215 256 259-262 " 
305 319 332-333 
384 428 499 533 
602 627 654 666 



7 13-14 
52 54 56 
106 109 
120 135 
142 144 
173-174 
186 205 
220-222 
256 259- 
279 289 
302 308 
320 337- 
364 367« 
384 400 
451 459> 
484 487 
507 522 
530 534 
593 617 
633 635 
643 663 
676 679 



17 26 32 

63 75 89 
112-115 
137 141- 
154 157 
179-180 
208 216 
229 252 
262 272 
296 298 
312 319- 
•338 347 
•368 371 
427 438 
•461 465 
500 504- 
525-526 
555 587 
-618 631- 
638-639 
669 675- 



adult testis 



GIBCO 



ATS001 



5 10 19 29 39 64 
68 93 100 106 116 
117 137 145-146 
150 153 172 175- 
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TABLE 1 



Tissue Origin 


library/RNA Source 


HYSEQ Library Name 


SEO ID NOS: 








176 181-182 198 








202-203 229 249 








256 267 289 296 








298 302 305 307- 








308 314 316 323 








331 356 359 362 








364 371 384 402 








426 438 451 485 








500 507 518-519 








591 597-599 619- 








621 643 654 662 


adult bladder 


Invitrogen 


BLD001 


5 10 26 51 65 68 






84 89 93 131 175- 








176 211 256 259- 








262 267 289 314 








317-318 332-333 








351 383-384 395- 








398 423-424 426 








499 501 522 525 








580 593 643 661 








682 . 


bone marr6*w 


Cldnt'ech 


BMD001 


5 7 '30-31 34 37 40 








47-49 54-56 62 68 




« 




75-80 83 93 96 100 








131 136 147-148 








150 158-159 163 








165 172 177 198 








204 206 211 216 








229 289 302 308 








316 319-320 324- 








325 337-338 350 








358 364 367-368 








371 400 422 428 








438 452 454 461 








478 484 487 491 








499-502 507 509- 








510 520 530 536- 








537 541 543 554 








587 624 638-639 








643 651-652 654 








667-669 672-673 


bone marrow 


GF 


BMD002 


7-8 12 14 17 20 25 








27-28 32-33 37 43 








52 57 63-64 66-68 








77 87 100 102 106- 








107 112-114 116- 








118 120 131 136- 








137 144 147-148 








150-153 157-159 








163 172 179 199 








206 215-216 222 








256 259-263 268 








272 275-278 286 








289 298 302-303 








305 308 317-318 








325 337-338 341 








343 347-348 368 








371 390 400 427- 
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Tissue Origin 


r 

Library/RNA Source 


Jtlxoi!/^ JLiDrary iiame 










428 430-431 434- 








435 437 444 451 








461-462 488-489 








491-492 499 501- 








502 504-507 509 








511 516 520 525- 








526 530 537 543 








554 558 560-561 








585 587 595 600 








610 623 629 631- 








633 635 638-640 








643 667-669 672- 








673 679 


-7— 


z™ 1 ~\ r~\r\ i~ a c* Vi 


BMD004 


507 522 


bone marjrow 


fl I^VTI f~ d/^Vl 

v LUllLcLU 




368 504-506 672 


♦Mixture of 16 


Various Vendors 


CGCL010 




tissues - mRNA 






997-9A1 97 C -9'7R 








9Qn 9Q,n mfi nfi 

Zj7U £70 JUO JJO 








ice ion A fi9 497- 
JOO JOU liJ 








«?nQ =,5.6 5Rfi 

jUJ jjO 3 OO 








Olu 


♦Mixture of 16 


Various Vendors 


CGdOll 


J J 42 13J lDO-iD7 


tissues - tnRNA 






1/8 21-3-2X^i Z*tD 








oat AC7 c;9c. c,77 








3 / 2 - .3 / j D/3 


♦Mixture of 16 


Various Vendors 


CGd012 


5 14 18 21 24 il 


tissues - mRNA 






O O O O >1 A AC 

33 Jb 39 42 44 4b 








c "i co co ci co *7 n _ 
51 53 58 bl-62 /U- 








nn 1 C DA QA QC Qf\ 

72 75 80 84-85 9U 








no rto QC QQ T. nn 








103 12/ lJl 144- 








1 A c 1 CO 1 C/l T C7 

14b 153-154 15/ 








•t r- r\ T CI T CO 1 CC 

160-161 163 lb5 








I^O ICQ 1 TC 1 7C 

168-169 1/5-1/b 








mo nno iqo i oc 
1/8-1/9 loo loo 








100 too o a a o i q 
189 193 200 218- 








O 1 A T51 OOO OOO 

219 221 229 232- 








o o vi o /i c o/n occ 
234 245 247 25b 








ACQ ICO ATC OTO 

259-262 275-2/8 








inrt *i o o o o o A A Q 

280 289-292 298 








orvrt OAT O A O 111 

300-301 308 311 








0*1*7 OTO o a c ooc 

317-318 325 335- 








•» «\ « A ^ *i A A ^ A 1 

338 342 344-347 








o m oec o c f 

349 352 355-356 








359-360 368 370- 








375 380 384-386 








388 391 394-399 








401-402 405-407 








410 412-413 419 








428 450-451 464 








467-469 471 504- 








507 512 516 518 








524 526 532 537 








541 545 547-549 








554 556 563-564 








572-573 586 590- 








591 600 602 605 








623-625 627-628 
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TABLE 1 



Tissue Origin 



Library/RNA Source HYSEQ Library Name 



SEQIDNOS: 



♦Mixture of 16 
tissues - mRNA 



Various Vendors 



CGd013 



652 654 659-660 
664 667 670-671 
676 682 



56 58 61-62 70 131 
160-161 163-164 
193 247 290 311 
345 348 360 368 
370 394-398 512 
537 556 660 682 



♦Mixture of 16 
tissues - tnRNA 



Various Vendors 



CGd015 



1-5 8 14 17 52 59 
68 87 215 228 259- 
262 272 275-278 
289 309 371 377 
392-393 400 402 
420 446-447 451 
492 498 504-506 
514 521 537-538 
588 620-621 637 
643 654 672-675 



♦Mixture of 16. 
tissues - itiRNA 



Various Vendors 



CGd016 



10. 14 19'24- 
57 65 70 76 
114 121 131 
153 163 183 
218-219 325 
332-333 394; 
435 440-441 
489 500 510 
520 532 569 
641-643 653 
663 668 671 
682 



28 33 
112- 
151- 
206 
328 
398 
488- 
518- 
590 
662- 
•673 



adult colon 



Invitrogen 



CLN001 



5 10 14 29 35 47- 
50 56 112-114 135 
175-176 179 220 
230 254 256 289- 
290 308 332-333 
343 368 371 385- 
386 415 427-428 
436 465 498 510 
518 534 572-573 
580 597-599 607 
643 651 661 663 
669 



adult cervix BioChain 



CVX001 



7 10 14 16 18 20 
23-26 30-31 40 47- 
49 56 62 66 70 73- 
76 83 85 87 89 93- 
94 97 103 106 126 
131 137 141-142 
144 147-148 154 
175 177 179 182 
188-189 197-198 
202-203 206 211 
221 229 245 249 
259-263 267 282 
287 289 296 298 
302 305 308 314 
320 323-325 329- 
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TABLE 1 



Tissue Origin 



Library/RNA Source 



HYSEQ Library Name SEQ ID NOS; 



333 350 
362 367- 
377 382 
400 438 
459-460 
484 487 
493 499 
516 522 
530 532 
541 550 
573 580 
605 610 
616 623 
628 643 
663-664 
682 



356 358 
368 371 
384 390 
451 454 
462 465 
490 492- 
502 507 
524-525 
534-535 
555 572- 
587 602 
613-614 
-624 626 
652 661 
668 680 



diaphragm 



BioChain 



DIA002 



93 134 308 402 



endothelial 
cells 



Stratagene 



EDT001 



7 10 12 17 19 23 
29 34 36 39 52 54 
56 63-64 66 68 75 
80-84 86-89 92-93. 
95-97 106-107 116- 
117 127 131 137 
139 147-148 150 
154 157-159 168- 
169 172 179 182 
192 198-199 202- 
203 208 211 215 
217 220-221 230- 
234 249 254 256 
259-262 264 270 
272 289-290 296 
298 313-314 316 
320 323-324 348- 
350 364 367 371 
376-377 390 392 
430 435 438 445- 
446 465 473-475 
484 487-489 492 
498-499 502 504- 
507 510 518 522 
524 532 541 543 
552 554-555 587- 
588 595 602 610 
631-632 643 651- 
654 662 668-669 
672-673 



fetal brain 



Clontech 



FBR001 



8 24 54 56 59 69 
88 229 384 428 
440-441 541 628 
671 



fetal brain 



Clontech 



PBR004 



20 53 160-161 170 
293 385 461 530 
605 620-621 654 
660 



fetal brain 



Clontech 



FBR006 



7-8 10 15 18-19 
24-26 29 33 46 53 
56 59 62-64 66 68 
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TABLE 1 



Tissue Origin 



library/RNA Soorce I HYSEO Library Na me SEQ ID NOS: 



SEQ ID NOS: 


70 73 79 


84 


87 131 


i /in 
140. 


14 / 


148 


155 


163 


lob 


170 


179- 


loU 


1 Q Q 


190 


208 


211 


218- 


219 


229- 


230 


o *a o 


234 


236 


*S A C 

245 


1 A Q 

249 


259- 


262 


267 


284- 


287 


293 


298 


305 


308 


313- 


314 


316- 


319 


322 


324 


337- 


338 


343- 


346 


350- 


•351 


354 


359- 


-362 


376 


380- 


381 


384 


387- 


-398 


403- 


•404 


423- 


-424 


428 


431 


435 


438 


440- 


-441 


445- 


-447 


451 


462 


473 


-475 


484 


492 


498 


-501 


504 


-507 


509 


512 


516 


518 


-519 


521- 


522 


529 


-530 


532 


541 


543 


550 


554 


558 


566 


568 


-570 


576 


591 


597 


-599 


603 


605 


607 


-609 


623 


-625 


627 


-632 


640 


643 


652 


-653 


662 


-663 


665 


667 


671 


-673 


675 


682 



fetal brain 



CI on tech 



PBRs03 



17 371 



fetal brain 



Invitrogen 



FBT002 



7 10 29 43 4 

52 60 64-65 

79 83 86 92 

139-140 168- 

180 202-203 

218-219 230 

243 259-262 

296 298 302 

307 319 329 

332-333 364 

390 392-393 

473-474 484 

499-500 518 
537 553 607 

643 654 

8 14-15 20 24-26 
34 37 39 46 53 56- 
57 60 63 70 75 80 
82 96-98 101 106 
120 127 131 134 
153 161 168-169 
171 180 202-203 
216 229 236 266- 
267 289-290 303 
305 308 314 316 
325 344-345 356 
358-359 363 366 



17-49 

67-68 

94 131 
-169 

205 

242- 

289 

305 
-330 

380 

451 

492 

520 

619 



fetal heart 



Invitrogen 



FHR001 
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TABLE 1 



Tissue Orifrin 


Librarv/RNA Source 


HYSEQ Library Name 


SEQIDNOS: ! 












392- 


393 








395- 


398 


400 


402 




• 




419 


422 


431 


434 








436 


438 


451 


453 




* 




461- 


462 


478 


484 








500 


504- 


506 


518 








522 


525- 


526 


530 








535 


537 


539 


541 








550 


570- 


573 


586- 








588 


590- 


591 


597 








601 


605 


610 


613- 








614 


626 


630- 


632 








640 


643 


652 


669 








672- 


673 


675 


682 


f o(-3 1 V"i Htipv 
Lctai JS--L ixii cy 




FKD001 


26 62 96 


106 115 






150 


153 


217- 


219 








259- 


262 


289 


308 








323- 


324 


350 


371 








428 


435 


507 


522 








537 


.643 








Vw -H-/XJ. L. C ^ 1 1 


PKD002 

i. IwU V tu 


46 54 64 68 


85 






107- 


•108 


126 


131 








155 


158- 


•159 


163- 








164 


167- 


•169 


188 








224- 


-226 


229 


232- 








234 


236 


245 


282 








284- 


•285 


289- 


-290 . 








293 


298 


340- 


-341 








343 


350 


370 


417- 








418 


431 


436 


438 








461 


484 


499- 


-500 








516 


518 


532 


567- 








568 


572 


-574 


589 








596 


-599 


613 


624- 








626 


628 


640 


671- 








673 










Invitrogen 


FKD007 


227 


f o(- a 1 1 imrr 
icLai j.u.uy 




FLG001 


25 


10 56 75 


93 106 








112 


-114 


131 


229 








316 


428 


436 


484 








499 


572 


-573 


623 


fetal luna 


Invi t r ogen 


FLG003 


5 7 


10 


16 22 25-26 








44 


47-5 


0 57 


75 79 








102 


106 


148 


157 








175 


-176 


189 


191 








256 


259 


-262 


314 








356 


359 


371 


384 








399 


-400 


423 


-424 








428 


430 


451 


488- 








490 


500 


504 


-507 








518 


529 


-530 


534 








539 


550 


556 


620- 








621 








fetal lung 


Clontech 


FLG004 


305 


fetal liver- 


Columbia 


FLS001 


1-5 


7-8 


10 


12 14- 


spleen 


University 




17 


19-20 24 


-27 29- 






54 


56-57 62 


-64 68 








71 


75 80-83 


85 87- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 










97 99-100 104-107 










109- 


110 


131 


137 










141- 


142 


150- 


153 










155 


168- 


16.9 


177- 










180 


183- 


184 


188 










198 


200 


202- 


203 










205 


208 


212 


215- 










220 


222 


229 


245 










251- 


252 


256- 


262 










264 


267 


271- 


273 










275- 


279 


289- 


290 










296 


298 


302 


306 










308 


314 


316- 


318 










320 


324- 


325 


331- 










333 


337- 


338 


349- 










352 


359 


364 


366- 










368 


371 


377 


383 










386- 


387 


390 


392- 










393 


400- 


401 


403- 


- 








404 


420- 


421 


423- 










424 


428 


434- 


435 










438 


440- 


•441 


445- 










446 


451 


455- 


•457 










459- 


-462 


475 


479- 










481 


484 


487 


491- 










492 


498- 


-507 


510- 










511 


516 


518 


521- 










524 


526 


530 


533 






• 




536- 


-538 


541 


543 










550 


554- 


-556 


558 










588 


593 


595- 


-598 










601 


-602 


6.05 


607 ; 










610 


613 


620 


-621 










623 


-624 


629 


634 










641 


-643 


651 


-652 










667 


-668 


671 


-673 










675 


681 






fetal liver- 


Columbia 


FLS002 




2-5 


7-8 


10 


12 14- 


spleen 


University 






17 


19 24 26 


-27 34 










36 


38 4 


0-42 


44 47- 










49 


52-54 56 


-57 62 










64 


66 68 71 


75-76 










80- 


83 85-86 


88-89 










91- 


93 96 98 


-100 










106 


-108 


110 


112- 










113 


115 


-117 


128- 










131 


135 


137 


139- 










142 


150 


153 


157- 










159 


163 


171 


-174 










179 


183 


-184 


186 










188 


-189 


192 


198 










200 


202 


-203 


206 










208 


212 


216 


218- 










220 


229 


-230 


236- 










241 


245 


249 


252 










256 


-262 


275 


-279 










290 


294 


-295 


298 










302 


305 


-306 


308 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


bMJ JLu rsuo: 








n i 11/1 n inn 

312-314 jlo-j^U 








•s a *5ic in toe 
324-325 327 3ib 








337-338 342 349- 








350 357-360 366- 








368 376-379 387 








390 400 419-420 








426 428 434 436 








* +s r\ a a r\ i J 4 AAA 

438 440-441 444 








456-457 459-462 








478 481-482 486- 








492 498-499 5U± 








cr\A cnc cao cno 








ci <r cno C9l_^09 

3lO DJ.O O^J. — J££ 








527 530 534 536- 








537 543 554-555 








564 581 587-588 








595 597-598 601 








605 610 613 620- 








621 623-625 627 








629 631-632 634 








641-643 651-652 








662 666-668 671- 






* ■ * . 


673 675 683 


fetal liver- 


Columbia 


FLS003 


2-5 14 18 20 24 26 


spleen 


University 




44 62 64 68 80-83 






88 93 99-100 106 








137 153 15 / Idj 








lb J 19 / zzz z^y 








236 245 256 275- 








278 289 298 306 








315-318 331 337- 








****** *\ jt ^ r a i r n 

338 346 350 359 








366 371 419-420 








428 436 438 491- 








492 502 507 518 








521-522 530 538 








543 555-556 593 








623-624 652 667 








C*70 CHI C1Q 


fetal liver 


Invitrogen 


FLV001 


5 10 24 46 52 64 








67-68 157 168-169 








180 202-203 211 








216 218-219 222 








237-241 256 259- 








262 272 275-278 








317-318 321 324 








332-333 342 347 








351 371 401 421 








428 434 451 488- 








490 498 593 623 








643 679 


fetal liver 


Clontech 


FLV002 


10 24 140 153 170 








230 249 256 275- 








278 284-285 325 








358 366 392-393 








500 518 538 576- 








577 613 623 641- 








642 666 
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TABLE 1 



Tissue Origin 


Iibrary/RNA Source 


HYSEQ Library Name 


ci?n m mac 


fetal liver 


Clontech 


FLV004 


5 13-14 18 20 24 








35 46-50 56 63-64 








68 75 100 102 106 








1 f\ ft IT/" "lift 1*5*7 

108 116-118 137 








140 144 147-148 








1/0-1/2 4Lo-6i.y 








259-262 








ri n r ftriQ ft "t Q I*)*! 

275-278 318 323 








325 329-330 340- 








341 356-357 3/1 








>ioo /in /*i/r 
390 428 431 43b 








438 440-441 453 








461-462 498-499 








ri n e ft ft COT CTQ 

518 530 537-538 








543 587-588 623 








•*i ft £~ ft ft fOQ C*1Q 

629 632 638-639 








D*3-3 OjI Oj4 OD* 










fetal muscle 


Invitrogen 


FMS001 


r— I/* oji ft /r A * Oft. 

5 16 24-26 64 93 








139 144 168-169 








1TI 1 ft C "1 ft C 1 Q 1 

171 175-176 lol 








202-203 212 218- 








»■» i ft n o fl ion 

219 256 289-290 








n n /* ft ft o Tin "JIQ 

296 298 317-318 








349 356 364 371 








377 380 392-393 








402-404 427 444 








518 523 564 586 








623 661-662 


fetal muscle 


Invitrogen 


FMS002 


6 15-16 21 26 29 








37 41 52 57 75 87 








96 101-102 106 








116-118 131 158- 








159 167-169 171 








180 189 256-258 








ft*7ft ")OQ_OOfl DCJ 








nno mfi ino 

jUO JUO J1D 








*\ f» f* *"i ft ft ft VI ft 

325 332-333 343 








351 353 356 380 








•■tnfi inn j n A /I ft ft 

382 388 400 402 








411 416 419 428- 








j« /*> it'll vi r* ft /i ft ft 

429 431 453 499 








516 522 525 530 








532 541 543 550 








563 565-568 572- 








573 584 586 603 








613 623 643 662- 








663 


fetal skin 


Invitrogen 


FSK001 


5 7-8 10 14-17 20 








23 25-26 29 36-37 








39 41 46 51 53 68- 








70 80-82 84 86 90 








92-93 96 111 127- 








130 132-133 141- l - 








142 147-148 151- 








152 158-161 163- 








165 173-174 202- 








203 205-207 218- 
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TABLE 1 



tissue unpn 


j-dDrary/KiNA source 


Jtiioii'Vf JjiDrary name 


SEOIDNOS: 








220 


224- 


226 


229- 








230 


245 


254 


256- 








262 


289- 


290 


296 








298 


302 


305 


308- 








309 


315- 


316 


319 








324- 


325 


327 


358- 








359 


364 


369 


371 








388 


392- 


393 


400 








405- 


413 


417- 


418 








436 


438 


440- 


441 


- 






451 


458- 


465 


467- 








472 


476 


487 


492 








499 


518- 


520 


525 








530- 


532 


547- 


549 








558 


564 


571 


580 








583 


591 


607 


610 








617- 


618 


620- 


621 








623 


627 


643 


652 








659- 


•663 


671- 


-673 








680 


682 






fetal skin 


Invitrogen 


FSK002 


5 10 16 


18 20 23- 








26 36-37 39 


41 46 








52-53 56 61- 


-65 68 








70 80-83 87 


94 96 








100 


130- 


-131 


148 ' 








158- 


-159 


162- 


-164 








168- 


-169 


182 


188 








193 


201 


220 


224- 








226 


229 


235- 


-241 








245 


249 


254 


257- 








262 


289- 


-290 


293 








298 


302 


316 


318 








325 


331 


-333 


335 








340 


-341 


350 


359 








361 


363 


-364 


371 








390 


392 


-398 


400 








403 


-404 


408 


-409 








411 


417 


-418 


422 








428 


431 


436 


440- 








441 


451 


453. 


.462 








464 


-465 


467 


471 








476 


478 


484 


499 








502 


504 


-506 


512 








516 


518 


521 


-522 








530 


532 


541 


543 








547 


-549 


556 


564- 








565 


568 


587 


589- 








591 


593 


-594 


597- 








598 


613 


-614 


616 








624 


-625 


629 


631- 








632 


637 


640 


643 








652 


662 


667 


669 








671 


-673 


681 


-682 


fetal spleen 


BioChain 


PSP001 


26 


87 3 


71 4 


61 667 


umbilical cord 


BioChain 


FUC001 


5 18 20 


26 


40 47- 








49 


70 72 83 


86-87 








93 


96 106 110-111 








116 


-117 


124 


126- 
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Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEOIDNOS: 








127 


134 


144 


152- 








153 


155 


157- 


159 








161 


165 


171 


182 








206 


218- 


219 


224- 








226 


229 


243 


247 








249 


256 


259- 


262 








289 


296 


298 


303 








305- 


306 


308 


314 








316 


325 


332- 


333 








337- 


338 


344- 


345 








349 


352 


359 


364 








371 


394- 


398 


400 








417- 


421 


427 


431 








436 


438 


453 


473- 








474 


477 


479 


499- 








500 


507 


512 


522 








525 


535 


537 


565 








593 


595 


613 


620- 








621 


623- 


624 


637 








643 


653- 


•654 


660- 








661 


668- 


•669 


682 


fetal" brain 


GIBCO 


HFB001 


5 10 18- 


-21 .27 34 








38-40 47-49 


52 56- 








60 62 64 66- 


•70" 72- 








76 80 83 86 


92-93 








134 


139 


141- 


•142 








149- 


-150 


155 


170 








172 


179- 


-180 


185- 








186 


188 


202- 


-203 








205 


207 


209- 


-212 








216 


229- 


-230 


256 








286-287 


289 


294- 








296 


298 


314 


319- 








320 


323 


325 


337- 








338 


346 


350 


357 








367 


371 


376 


381 








384 


420 


436 


438 








444 


447 


454 


459- 








462 


475 


484 


487 








492 


-493 


499 


-500 








507 


518 


-519 


522 








529 


-530 


532 


534 








541 


543 


563 


570- 








571 


580 


597 


-598 








601 


607 


616 


619- 








621 


623 


-624 


643 








653 


-654 


662 


664 








668 


671 


-673 


675 








677 


-678 


682 




macrophage 


Invitrogen 


HMP001 


18 


26 43 64 


118 








144 


179 


211 


245 








329 


-330 


347 


371 








427 


435 


461 


502 








530 


537 


620 


-621 








635 


638 


-639 




infant brain 


Columbia 


IB2002 


7 14 16 


-17 


21 23 




University 




25- 


26 29 40 


47-50 








56- 


57 59-60 


64 67- 



WO 2004/080148 



PCT/US2003/030720 



132 
TABLE 1 



I — : r~ r 

Tissue Origin 


JLiDrary/Ki>A source 


uvwft T ihrarv Name 


SEQEDNOS: 








68 70 73 


-74 


79 83 








88 91-92 


94 


98 103 








115 


127 


137 


139 








150- 


152 


156 


158- 








159 


161- 


163 


173- 








174 


182 


186 


188- 








189 


197 


202- 


203 








205- 


215 


230 


245 








259- 


262 


264 


268 








280 


285 


289 


296 








298 


305 


307- 


308 








313- 


316 


319 


322- 








324 


326 


334 


346- 








347 


349- 


351 


359 








363- 




367 


371 








376- 


377 


390 


420 








431 


436 


438 


444 








447- 


449 


451 


453 








461- 


462 


479 


487 








492 


498- 


501 


504- 








506 


516 


519 


522 








529- 


530 


537 


541 








543 


545 


556 


564 








572- 


573 


588 


592- 








593 


597- 


•598 


600 








604- 


-605 


607 


610 








619 


622 


624 


627- 








628 


643 


652- 


-654 








660 


663 


674- 


-675 








682 








infant brain 


Columbia 


IB2U0 J 


7 10 16 


19-20 25 




University 




29 35 43 46 


-so se- 








57 59-60 64 


es 70 








79-82 87 92 


106 








139 


150 


158 


-159 








162 


-163 


165 


173- 








174 


181 


186 


189 








202 


-203 


205 


210- 








214 


229 


-230 


245 








256 


259 


-263 


289- 








290 


298 


305 


307- 








308 


314 


-315 


319 








322 


328 


334 


337- 








338 


347 


349 


351 








359 


364 


371 


380 








385 


428 


436 


438 








444 


447 


449 


451 








462 


475 


484 


487 








492 


-493 


498 


-502 








519 


522 


529 


-530 








532 


537 


540 


550 








556 


593 


602 


-605 








607 


616 


622 


627 








631 


-632 


643 


652- 








654 


663 


672 


-673 








682 






infant brain 


Columbia 
1 University 


IBM002 


47- 
151 


50 84 151-152 
188-189 209 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SE01DNOS: 








289 


390 


423- 


4.94 








453 


628 






AH1CU11 JJXciJ.il 


Pol urnhi a 


IBS001 


10 16 29 


46- 


b\J bo 




UI1X V CX 




58 67 78 


80- 


on ice 
o2 lbb 








163 


186 


259- 


Z Da 








285 


305 


315 


334 








349 


452 


488- 










522 


532 


540 




— 

lung, 


O ¥~ a nan a 

otrat.aycLlc 


ur duui 


5 7 


16 19 40 


54 56 


z lDrojjiasc 






61-62 68 


83 


93 106 








116 


121 


137 


172 








191 


198 


205 


223 








256 


289 


325 


329 








349 


371 


400 


438 








484 


501- 


502 


507 








518 


522 


525 


532 








541 


610 


631- 


632 








643 


651 


669 






lung tumor 




Invitrogen 




5-7 


10 15-16 


18-19 








26 29 34 


-36 


38 40- 








41 46-5C 


52 


56 59 








64 68 75 


. 86 


89 91- 








96 103-106 112-114 








116- 


■117 


120 


128- 








130 


135 


141- 


•142 








144 


147- 


•148 


150 








154- 


-155 


157- 


•159 








162- 


-164 


172- 


•174 








179- 


-180 


190- 


•192 








198 


202- 


•203 


208 








215 


220- 


•221 


223 








229 


236 


249 


255- 








258 


263 


271 


275- 








278 


284- 


-285 


291- 








292 


296 


302 


309 








314 


316 


319 


323 








327 


331 


342 


349- 








351 


353 


358 


364 








368 


-369 


371 


390 








392 


-393 


399 


-400 








420 


-421 


427 


431 








436 


438 


444 


453- 








454 


459 


-462 


465 








470 


484 


486 


488- 








492 


499 


-500 


502 








507 


511 


518 


522 








525 


-526 


530 


537 








539 


543 


550 


580 








597 


-599 


605 


623- 








625 


627 


637 


643 








652 


661 


-662 


665- 








666 








lymphocytes 


ATCC 


LPC001 


13 


16 18 20 


27 43 








47- 


49 54 62 


-64 66- 








68 


80 87 90 


96 98 








115 


118 


120 


131 








144 


163 


202 


-203 








211 


252 


256 


259- 
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TABLE 1 



Tissue Oricnn 


Ubrarv/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








262 


265 


290 


296 








308 


324- 


5 ZD 


J*± 1 








350 


358 


J / -L 


1 11 
J / / 








384 


400 


A "5 O 
l k2\i 










436 


462 


467 


470 








483- 


487 


499- 


502 








504- 


507 


509 


518 








522 


525 


530 


543 








545 


550 


588 


600 








605 


607 


624- 


625 . 








633 


635 


643 


645 








654 


669 


672- 


673 








675 








ieujcocyce 




TiTTPOOl 


10 16 18 


24 


34 38- 








40 43-44 


47- 


50 52 








54-57 62 


-64 


66 68 








78 8 


0-82 


86- 


89 93- 








94 S 


8 106 109 111- 








120 


131 


134 


137 








139 


144 


150- 


152 








154 


163 


165 


177 








179 


186 


189 


198 








202- 


•203 


208 


211 








218- 


■219 


221 


229 








236 


247 


249 


252 








256 


259- 


•264 


270 








275- 


-278 


289- 


-290 








298 


302 


305 


308 








jl J 


317- 


•318 


323 








325 


328 


337- 


-338 








342 


347 


350 


358 








364 


368 


371 


390 








392 


-393 


421 


427- 








428 


430 


433 


-435 








437 


-438 


440 


-441 








444 


451- 


-452 


454 








461 


475 


484 


-487 








491 


493 


498 


-500 








502 


504 


-507 


509 








518 


-519 


522 


525- 








526 


530 


535 


541 








543 


550 


555 


586- 








588 


597 


-598 


605 








607 


610 


620 


-621 








624 


627 


631 


-633 








638 


-639 


643 


652 








654 


668 


-669 


672- 








673 


675 


-676 




leukocyte 


Clontech 


LUC003 


20 


47-49 52 


56 100 






112 


-114 


198 


-199 








314 


337 


-338 


348 








371 


438 


484 


502 








530 


537 


602 


633 








643 








melanoma from- 


Clontech 


MEL004 


14 


25 34 47 


-49 56 


cell-line-ATCC- 






64 


66 83 92 


106 


#CRL-1424 






111 


131 


134 


137 








139 


150 


162 


173- 
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TABLE 1 



Tissue Origin 


UDrary/KiNA oource 


WVQTTO T IFirai-v Nam** 

JjL I oH/VZ Juiursiry name 


SEQ ID NOS: 








174 


189 


192 


210 








229 


249 


259- 


262 








290 


321 


337- 


338 








350 


364 


371 


392- 








393 


438 


440- 


441 








444 


475 


493 


499 








507 


554 


587 


643 








651 


667 


669 


671 


mammary gland 


Invitrogen 


MMG001 


5 7 


10 16-17 


19 25 








46-53 56 


64 


68 70 








79-82 85 


-86 


89 92- 








95 98-100 106 121 








127 


137 


139- 


142 








144 


150- 


152 


158- 








159 


161- 


164 


180 








189 


192- 


193 


198 








2,02- 


203 


205- 


206 








216 


218- 


220 


230 








245 


249 


252 


259- 








263 


267 


270- 


272 








275- 


■278 


289- 


290 








298 


302 


305 


308 








313 


315 


319 


324 








329- 


•330 


336 


346 








349 


351 


355- 


•356 








359 


364 


368 


370- 








371 


377 


384 


390 








392- 


■393 


421 


425 








427- 


-428 


436 


444 








451 


455- 


-460 


462 








465 


473- 


-474 


487 








492 


499 


502 


507 








516 


518 


524- 


-526 








529 


-530 


533- 


-534 








539 


543 


583 


590 








592 


602 


605 


613 








623 


627 


631 


-632 








643 


646 


660 


677- 








678 


682 






induced neuron- 


Stratagene 


NTD001 


17 


20 23 68 


79 89 


cells 






153 


155 


181 


-182 








212 


218 


-219 


235 








298 


346 


352 


358 








376 


438 


478 


484 








488 


-489 


492 


-493 








499 


-501 


541 


570 








619 


627 


643 


662 








672 


-673 






retinoic acid- 


Stratagene 


NTR001 


7 23 56 


68 


70 131 


indue ed- 






186 


189 


213 


-214 


neuronal-cells 






290 


293 


342 


461 








499 


504 


-506 


530 








601 


-602 


607 


682 


neuronal cells 


Stratagene 


NTU001 


7 29 42 


68 


70 84- 








85 


92 131 140 147- 








148 


202 


-203 


259- 








262 


305 


316 


319 








336 


371 


395 


-398 
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TABLE 1 



Tksnp Orioin 


Librarv/FNA Source 


HYSEQ Library Name 


SEO ID NOS: 








461 493 499 502 








537 550 553 592 








652 672-673 682 


t>*I hiii harv til anrt 


Clontech 


PIT004 


2-4 47-49 56 68 72 






93 137-138 141-142 








150 154 158-159 








177 182 192 221 








229 272-273 290 








298 308 316 325 








329-331 342 346 








356 360 436 459- 








460 462 473-474 








484 504-507 524 








532 534 541 543 








564 623 631-632 








635 643 662 


placenta 


Lioiiuecn 


JtrJUAU UJ 


1-5 7 12 26 37 41 






53 64 75 85 87 96 








106-107 112-114 








131 151-152 157 








223 236 256-262 








303 306 316 335 ' 








350-351 359 371 








400 42B 431 435 








438 445-446 462 








499 502 516 520 








530 532 537 543 








550 556 565 579 








587 594-595 626 








635 638-639 


proscate 


V— J. UIl L> C v^ll 


PRT001 


20 25 56 173-174 






205 250 256 280 








284-285 299 302 








309 320 323-324 








331 342 349 362 








367 384 386 392 








400 415 438 484 








498 507 524 532- 








534 590 620-621 








623 631-632 654 








677-678 680 


rectum 


Invitrogen 


REC001 


7 10 20 47-50 52 








85-87 89 109-110 








126 128-130 157 








163 170 173-174 








177 205 220 229 








256 259-262 289 








319 324 327 340- 








341 347 364 368 








371 377 415-416 








423-424 427 436 








465 504-506 581- 








582 602 610 679 


salivary gland 


Clontech 


SAL001 


5 10 22 25 43 52 






63-64 67 89 95 97 








99 137 140 161 165 








167-169 180 205 








229 252 256 290 
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TABLE 1 



Tissue Oripin 


Library/RNA Source 


HYSEQ Library Name 


SEO ID NOS: 








323 351 368 371 








430 436 438 487 








502 507 516 525 








564 580 613 617- 








618 631-632 






SALs03 


20 




7VTPP 


SFB001 


208 


skin fibroblast 




SFB002 


208 


small intestine 


Clontech 


O J. IN U V A 


5 7-8 10 15 24 26 








37-38 47-49 51-54 








56-57 59 64 67-68 








72 75 88 93 96-97 








100 106 108 111 








116-117 121 128- 








131 137 140 153 








158-159 177 189 








191 202-203 206 








215 229 253 255- 








256 259-262 264- 








265 272 280 296 








300-301 308-309 








316-318 325 327 








332-333 335 337- 








338 344-345 347 








352 359 368 371 








386 390 392-393 








423 431 435 438 








444 462 479 484 








492 507 509 522 








525-526 532 534 








550 572-573 581 








593 605 620-621 








623 628 632 643 








650 652-654 672- 








673 


SKeictaX tUUSClc 




SKM001 


5 62 101 104 134 






165 254 272 289 








300-301 308 316 








323 356 377 402 








428 431 438 444 








451 462 541 543 








550 572-573 586 


skeletal muscle 


Lioncecn 


O J\l 1 wvw 


208 507 


spinal cord 


Clontech 




13 15 26-27 33-34 






38-40 46-50 52-53 








56 68 80-82 87 89 








92-95 131 150 155 








163 175-176 180 








186 197 199 202- 








203 205 211 213- 








214 229 231 235 








254 263 289 307 








311 314-316 323- 








324 329 340-342 








348-349 352 359 








364 371 384 400 








438 451 484 493 






1 500 507 509 511 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ 


IDNOS: 










516 


522 


525 


530 








532 


537 


562- 


563 








567-568 


580 


595 








597 


603 


607 


610 








612- 


■613 


616 


620- 








622 


627 


643 


653 








672- 


•673 


675 


677- 








678 








adult spleen 


Clontech 


SPLcOl 

<U C U»— \J -4. 


7 9 


13 17 26 37 43 








64 75 106 112-114 








118 


131 


163 


212 








216 


218- 


219 


256 








259- 


•262 


308 


314 








329- 


-330 


349 


368 








390 


392- 


•393 


422- 








424 


427 


431 


435- 








436 


451 


453 


484 








500- 


•501 


509 


525 








530 


532 


535- 


-536 . 








541 


592 


600 


610 








613 


623 


628" 


'631- 








632 


635 


645 


654 








663 


668 


672- 


-673 








679 








bone marrow 


null 


STM001 


7 43 162 252 256 








305 


371 


427 


438 








530 


607 


651 


658 


stomach 


Clontech 


STO001 


67 93 95 135 230 








259 


-262 


284- 


-285 








289 


302- 


-303 


308 








320 


323 


390 


392- 








393 


420 


428 


436 








484 


507 


524- 


-525 








530 


536 


587 


631- 








632 


637 






Liiaxauiuo 






10 


L8 24 33 


47-50 








54 58 60 68 


90 92- 








93 


98 100 102 160- 








161 


180 


205 


208 








229 


-230 


242 


259- 








262 


272 


296 


302- 








305 


325 


331 


342 








359 


384 


386 


390 








425 


511 


532 


543 








572 


-573 


587 


602 








608 


-610 


612 


616 








620 


-621 


631 


-632 








660 








thymus 


Clontech 


THM001 


5 12 39 


-40 43 47- 








50 


54 56 66 


68 70 








79 


87-88 93 


106- 








107 


131 


135 


144 








162 


173 


-174 


177 








192 


198 


205 


211 








218 


-219 


229 


256 








281 


289 


-290 


293 








306 


308 


314 


317- 








318 


321 


323 


325 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEO Library Name 


SEQ 


IDNOS: 










331- 


333 


347 


349- 








352 


368 


371 


384 








389 


420 


425 


438 








440- 


•441 


484 


487 








493 


498- 


499 


502 








509 


530 


532 


541 








554- 


•555 


558 


597- 








599 


610 


613 


616 








620- 


•621 


624 


643 








671- 


•673 


682 




thymus 


Clontech 


THMC02 


5 8 


10 12 25 32 34 








37 39 43 


45- 


•46 48- 








50 53 55-56 


61 63 








65-67 70 83 


85 87- 








88 94 106-107 112- 








114 


116- 


118 


120 








131 


135 


140- 


-142 








144 


150- 


152 


158- 








159 


163- 


165 


179 








189 


208 


229 


232- 






« 


234 


256 


259- 


-262 








273 


289- 


•290 


302 








305 


316- 


•318 


324- 








325 


335 


349 


361 








.363- 


-364 


371 


384 








389 


392- 


•393 


421- 








424 


437- 


•441 


443 








445- 


-446 


451 


459- 








461 


473- 


•474 


498 








500 


504-507 


509 








518 


522 


526 


530 








541 


554 


564 


583 








592 


600 


607 


610 








613 


624- 


-625 


627 








630- 


-632 


634 


637 








643- 


-645 


651 


667 








669 


671- 


-673 


682 


thyroid gland 


Clontech 


THRO 01 


6 14-15 


19 26 29 








32 34 39-40 


47-52 








56 61-63 66 


-68 72 








75 87 93 95 


100 








104 


-106 


115 


128- 








131 


137 


141 


-142 








154 


157 


162 


165 








168 


-169 


175 


177 








182 


189 


191 


-193 








202 


-203 


211 


217- 








219 


221 


229 


231- 








234 


249 


254 


256 








282 


289- 


-290 


298 








302 


306-308 


314- 








316 


323-324 


327 








329 


-330 


342 


350 








353 


-358 


368 


371 








377 


380 


383 


-384 








400 


423 


-424 


426 








431 


436 


-438 


440- 








441 


446 


451 


459- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ 


TDNOS: 












461 


475 


478 


484 










467- 


-489 


491 


-492 










499-500 


502 


-506 










509 


518 


-519 


521- 










522 


530 


532 


-533 










541 


543 


567 


-568 










586 


588 


597 


-600 










605 


607 


610 


617- 










618 


620 


-621 


624- 










626 


631 


-632 


635 










643 


651 


654 


662 










668 


671 


-672 


680 


trachea 




CI on tech 


TRC001 


7 22 38 


40 56 68 I 










83 94 229 259-262 










289 


296 


298 


360 










371- 


-375 


438 


484 










499 


511 


521 


541 










571- 


-573 


588 


613 






... . 




624 


627 






uterus 




Clontech 


UTR001 


17 36 70 76 


103 










106 


109 


112< 


-114 










131 


150 


157 


179- 










180 


189 


,290 


296 










308 


314 


320 


329- 










330 


356 


364 


366 . 










368 


390 


395- 


-398 










415 


438 


447 


507 










509 


519 


525 


529 










532 


564 


620- 


-621 










631- 


632 


662 


668- 










669 


682 







*The 16 tissue/mRNAs and their vendor sources are as follows: 1) Normal 
adult brain mRNA (Invitrogen), 2) Normal adult kidney mRNA (Invitrogen) , 
3) Normal fetal brain mRNA (Invitrogen), 4) Normal adult liver mRNA 
(Invitrogen) , 5) Normal fetal kidney mRNA (Invitrogen) , 6) Normal fetal 
liver mRNA (Invitrogen), 7) normal fetal skin mRNA (Invitrogen), 8) human 
adrenal gland mRNA (Clontech) , 9) Human bone marrow mRNA (Clontech) , 10) 
Human leukemia lymphoblastic mRNA (Clontech) , 11) Human thymus mRNA 
(Clontech), 12) human lymph node mRNA (Clontech), 13) human so\spinal cord 
mRNA (Clontech) , 14) human thyroid mRNA (Clontech) , 15) human esophagus 
mRNA (BioChain) , 16) human conceptional umbilical cord mRNA (BioChain) . 
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TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 


685 


gil83150 


Homo sapiens 


chorionic somatomammotropin CS-5 


320 


100 


685 


gilollz/ 


nomo sapiens 


chorionic somatomammotropin precursor 


275 


96 


685 


gil83153 


riomo sapiens 


nViorionic soTnatomairiTnotrooin CS-2 


275 


96 


686 


gil83178 


nomo sapiens 


hvjxi** v x. 


1033 


78 


686 


gil83153 


Homo sapiens 


chorionic somatomammotropin CS-2 


710 


87 


686 


gi387024 


Homo sapiens 


PlaCCnial IdwlUgCU llUiliiUUC piw^uiaui 


710 


87 


688 


gil83178 


Homo sapiens 


QOil" Y L 


1051 


79 


688 


gil81121 


Homo sapiens 


f\i rvri rmir* cnmatAtii nnriTTi ofTOTlin 

wOOIlUIilv oUnid.LUlllalLU.llUU. wpiu 


788 


95 


688 


gil83151 


Homo sapiens 


r>Vt rvri f\r\ 1 r* c nm a f/^Ttl airiTtl otTOOl Tl C^S»1 

CnOilOIUV/ bUliio mil lal n 1 1 hj n v^w i 


788 


95 


689 


gil2653501 


Homo sapiens 


Similar to serine (or cysteine) proteinase 

JnVitVn+nr rlnHf* P antiolasmin 
uiiiiDiiur, uiauc r ^uiuiia x. ami^/icuum*, 

niompnt enithelium derived factor), 
member 1 


1242 


99 


689 


gil5217U/9 




niompnt enitheliurri-derived factor 


1242 


99 


689 


gil 89778 


Homo sapiens 


pigment epithelial-dirTerentiating factor 


1242 


99 


690 


gll7128288 


syntnetic 
construct 


Primer 1 


1150 


99 


690 


gi20269,957 


bus scroia 




1033 


88 


690 


gi21307o"10 * 


Mus museums 


phospholipase C delta 4 


909 


77 . . 


691 


gi 17864023 


Homo sapiens 




3524 


100 


691 


gi21483462 


Drosophila 
'melanogaster 


LiLJ*WOo0p 


533 


36 


691 


£121741717 


Oryza sativa 




127 


29 


692 


gil7428818 


Ralstonia 
solanacearum 


GALA PROTEIN 3 


117 


32 


692 


gi2l 536497 


Arabidopsis 
thaliana 


F-hoY nrnt^in familv AtFBL4 

P-UOA UIUICIU lallllljr, fxVl uu-T 


115 


30 


692 




Trypanos oma 
brucei 




115 


33 


rev} 

693 


gl43 /OOZ 


\jrycioiagus 

r»imi fill nc 


intprlpnlrin-8 receiptor subtvoe B 


194 


61 




„:i O/T070 
gl lo03 /0 


nUliiU oaJJlvlia 


interleukin 8 receptor B 


178 


57 


693 


gil 109691 


Homo sapiens 


interleuldn-8 receptor type B 


178 


57 


694 


gi3335098 


Homo sapiens 


CD39L2 


2520 


100 


694 


gil 1230487 


Rattus 
norvegicus 


IN lr UoSCO 


2065 


86 


694 


gi5139519 


Mus musculus 


mir»lpnciHi» rlinViocnnnta^e fRR-UDPase^ 


1008 


53 


695 


gi21928620 


Homo sapiens 


seven transmembrane helix receptor 


1858 


100 


695 


gil6566319 


Homo sapiens 


U protein-coupieo receptor 


1843 


99 


695 


gi6644328 


Rattus 
norvegicus 


orphan G protein-coupled receptor 

IjrKzo 


822 


50 


696 


gi7110216 


Homo sapiens 


C-type lectin-like receptor- 1 


851 


99 


oyo 


gl/ IUU/jI 




C-type lectin-like receptor-2 


256 


31 


696 


gi20381202 


Mus musculus 


Similar to C-type (calcium dependent, 
carbohydrate recognition domain) lectin, 
superfamily member 12 


196 


27 


697 


gi22449809 


Chaoborus 
trivitattus 


cytochrome oxidase I 


50 


44 


697 


gi2351328 


Newcastle 
disease virus 


fusion protein 


59 


44 


697 


gi213 11450 


Galleria / 
mellonella 


antifungal peptide gallerimycin 


55 


33 


698 


gi!8089247 


Homo sapiens 


Similar to ectonucleoside triphosphate 
diphosphohydrolase 5 


2104 


100 
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698 


&3335102 


Homo sapiens 


CD39L4 


2104 


100 


698 


gil5076827 


Homo sapiens 


rcpn proio-oncogcne pruiem ^ ^ 


2090 


99 


699 


gil51242 


Pseudomonas 
aeruginosa 


neat shock proxem 


79 


38 


699 


gi9950616 


Pseudomonas 
aeruginosa 


uroiso protein 


79 


38 


699 


gi2564287 


Pseudomonas 
stutzeri 


iispiu protem 


79 


44 


701 


gi20521055 


Homo sapiens 


Start codon is not identified 


724 


32 


701 


gil7225457 


Homo sapiens 


autism-related protein 1 


616 


32 


701 


gil5 145797 


Sus scrota 


basic proline-rich protein 


156 


27 


702 


gi20810589 


Homo sapiens 


similar to arsenite inducible RNA 
associated protein 




99 


702 


©9651711 


Mus musculus 


arsenite inauciDie kin a associated pruiciu 


687 


80 


702 


gil7390981 


Homo sapiens 


oimiiar to kijviSjn cuina i i iuuouu io 
gene 


535 


59 


703 


gi6624130 


Rattus 
norvegicus 


similar to 45 kDa secretory, protem ; 




100 


703 


gil3241652 


Rattus 

norvegicus . 


supernatant protein factor 


2040 


93 


703 


gil9548982 


Bos taurus 


tocopneTOi-associatcu pruiein 


1930 


90 


704 


gil3 177766 


Homo sapiens 


Similar to presenilins associated 
rnomDoiQ-iiKe protem • 


1761 


99 


704 


gil5559382 


Homo sapiens ( 


presenilins associated rhomboid-like 
protein 


1094 


98- 


704 


gi7959883 


Homo sapiens 


rKUzzU / 




82 


705 


gil864091 


Rattus 
norvegicus 


PSD-95/SAP90-associated protein-3 


5005 


95 


705 


gi2454510 


Homo sapiens 


PSD-95/SAP90-associated protein-2 


1338 


55 


705 


gi6979173 


Homo sapiens 


discs, large (Drosophila) homolog- 
associated protein 2 


101 1 




706 


gil 1877274 


Homo sapiens 


dJ726C3.2 (novel protein) 


9960 


yy 


706 


gi21667210 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 1 


9960 


OQ 
yy 


706 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) nice-z 


349 


26 


707 


gi7291716 


Drosophila 
melanogaster 


CG11388-PA 


648 


39 


707 


gi!6768190 


Drosophila 
melanogaster 


GH22974p 




jy 


707 


gi3954938 


Homo sapiens 


acetyl glucosaminyltransferase-like 
protein 


171 


23 


/Uo 


m"1 6X\LC\9T> 

gl IHJj'tUOZ 


\yfiic miiconliiQ 
IVllio ILlliovUlua 


thvmus LIM orotein TLP-A 


479 


87 


708 


gi!4334084 


Mus musculus 


thymus LIM protein TLP-B 


397 


79 


708 


gi487284 


Rattus 
norvegicus 


CRP2 (cysteine-rich protein 2) 


367 


75 


710 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


8129 


83 


710 


gi30076 


Homo sapiens 


alpha-2 chain precursor (AA -25 to 1018) 
(3416 is 2nd base in codon) 


5916 


100 


710 


gil5991848 


Homo sapiens 


A type IV collagen 


4239 


51 


711 


gi7861733 


Homo sapiens 


low density lipoprotein receptor related 
protein-deleted in tumor 


2583 
1 


99 


711 


gi8926243 


Mus musculus 


low density lipoprotein receptor related 
protein LRP1B/LRP-DIT 


2409 
6 


91 
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711 


gi438007 


Gallus gallus 


alpha-2-macroglobulin receptor 


1 A\ Q 

1 




712 


gil7298315 


Homo sapiens 


candidate tumor suppressor protein ! 


o4o 


IUU 


712 


gi7861733 


Homo sapiens 


low density lipoprotein receptor related 
protein-deleted in tumor 


848 ! 


100 


712 


gi8926243 


Mus musculus 


low density lipoprotein receptor related 
protein LRP1B/LRP-DIT 


H1 1 

731 


oo 


713 


gil6877754 


Homo sapiens 


Similar to RHCEN cDNA 4930434H03 
gene 


CIA 

574 


DO 


713 


gi200718U 


Mus musculus 


Similar to RIKEN cDNA 4930434H03 
gene 




/CA 


713 


gil340174 


Homo sapiens 


type HI procollagen (aa 892-1023) 


yl 


4U 


714 


gil57409 


Drosophila 
melanogaster 


fat protein 


loUZ 




714 


gi4887715 


Drosophila 
melanogaster 


adherin 


1 K(\(\ 
lOUu 


JO 


714 


©1107687 


Homo sapiens 


homologue of Drosophila Fat protein 


1 -C 1 /I 

i j l*f 




715 


gil57409 


Drosophila 
melanogaster 


fat protein 


1 ans 




715 


gi4887715 


Drosophila 
melanogaster 


adherin 

— — — 


1500 


36 


715 


gi 1107687 


Homo sapiens 


homologue of Drosophila Fat protein 






716 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


2562 


99 


716 


gi35 13303 


Homo sapiens 


nn /"net A 1 

R26984 l 


z/uu 


08 1 
yo 


716 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


1397 


53 


717 


gi2689444 


Homo sapiens 


ZNF134 


1 1 <A 

I lou 


04 


717 


gi21314977 


Homo sapiens 


Similar to zinc finger protein 17 (HPF3, 
KOX 10) 


1038 


51 


717 


gil3543419 


Homo sapiens 


Similar to zinc finger protein 304 


1000 


51 ! 


718 


gi7582294 


Homo sapiens 


BM-011 


oo 1 


1 HA 
IUU 


718 


gil3937769 


Homo sapiens 


Similar to RIKEN cDNA 1200013F24 
gene 


781 


98 


718 


gil78997 


Homo sapiens 


arginine-rich nuclear protein 


224 


38 


719 


gil620870 


Ciona 
intestinalis 


myoplasmin-Cl 


412 


28 


719 


gi7416980 


Argopecten 
irradians 


myosin heavy chain catch (smooth) 
muscle specific isoform 


279 


ii 
15 


719 


gi7416982 


Argopecten 
irradians 


myosin heavy chain cardiac muscle 
specific isoform 1 


279 


23 


720 


gil3872813 


Homo sapiens 


fibulin-6 


1376 
4 


1 AA 
IUU 


720 


gil4575679 


Homo sapiens 


hemicentin 


Id 11 

o 


yy 


720 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


1695 


30 


721 


gi3822553 


Gallus gallus 


nuclear calmodulin-binding protein 


1492 


64 


721 


gi3329496 


Mus musculus 


heterogenous nuclear ribonucleoprotein U 


1501 


45 


721 


gi624918 


Rattus 
norvegicus 


SP120 


1498 


45 


112 


gil7223626 


Homo sapiens 


ATP-binding cassette A10 


7966 


99 


722 


gil7223624 


Homo sapiens 


ATP-binding cassette A9 


5160 


61 


m 


#17223622 


Homo sapiens 


ATP-binding cassette A6 


5108 


61 


723 


gil3374079 


Homo sapiens 


TAFII140 protein 


3677 


99 


723 


gil3374178 


Mus musculus 


TAFII 140 protein 


3202 


84 
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723 


gi205686 


Rattus 
norvegicus 


heavy neurofilament subunit 


335 


26 


724 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYI^COA 

DEHYDROGENASE 

OXID OREDUCTASE PROTEIN 


661 


61 


724 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


619 


62 


724 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


559 


59 


725 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3055 


99 


725 


gi 16040981 


Mus musculus 


POEM 


884 


51 


725 


gi 15430246 


Mus musculus 


nephronectin short isoform 


884 


51 


726. 


gi6531661 


Caenorhabditis 
elegans 


LIN-41A 


844 


50 


726 


gi6531663 


Caenorhabditis 
elegans 


LIN-41B 


844 


50 


726 


gil2407367 


Homo sapiens 


tripartite motif protein TRIM2 


769 


30 


727 


©1504026 


Homo sapiens 


similar to C.elegahs protein (Z37093) 


5833 


99 . 


727 


gi2896796. 


Homo sapiens 


D1013901 


5115 


99 


727 


gi2522322 


Homo sapiens 


PTPLl-associated RhoGAP 


1497 


36 


728 


gil3274120 


Homo sapiens 


dJ55C23.5.1 (vanin 3, isoform 1) 


1467 


99 


728 


gi7l60973 


Homo sapiens 


VNN3 protein 


1213 


96 


728 


gi6102996 


Mus musculus 


Vanin-3 


1018 


79 


729 


gi9581879 


Homo sapiens 


disintegrin metalloproteinase with 
thrombospondin repeats 


5723 


99 


729 


gil9171176 


Homo sapiens 


metalloprotease disintegrin 15 with 
thrombospondin domains 


1669 


50 


729 


gil 1095299 


Rattus 
norvegicus 


ADAMTS-1 


1772 


40 


730 


gi21063967 


Drosophila 
melanogaster 


AT05453p 


396 


32 


730 


gi5911409 


Drosophila 
melanogaster 


fuzzy 


396 


32 


730 


gi2564657 


Drosophila 
melanogaster 


Fuzzy 


396 


32 


731 


gil5217171 


Homo sapiens 


CD81 partner 3 


2302 


100 


731 


gil5488017 


Homo sapiens 


EWI2 


2302 


100 


731 


gi!5593237 


Mus musculus 


immunoglobulin superfamily receptor 
PGRL 


2186 


92 


732 


gil5217171 


Homo sapiens 


CD81 partner 3 


3200 


100 


732 


•i f yl OOA1 ^7 

gil5488017 


Homo sapiens 


dm no 




1 nn 


732 


gil5593237 


Mus musculus 


immunoglobulin superfamily receptor 
PGRL 


2867 


88 


733 


gil5217171 


Homo sapiens 


CD81 partner 3 


1303 


96 


733 


gil5488017 


Homo sapiens 


EWI2 


1303 


96 


733 


gi22266726 


Homo sapiens 


LIR-D1 precursor 


1303 


96 


734 


gi21748480 


Homo sapiens 


FLJ00271 protein 


605 


100 


734 


gi22266726 


Homo sapiens 


LIR-D1 precursor 


514 


79 


734 


gil5217171 


Homo sapiens 


CD81 partner 3 


514 


79 


735 


gi2196872 


Homo sapiens 


Lsc homologue 


203 


30 


735 


gil389756 


Mus musculus 


Lsc 


199 


31 


735 


gil 1276027 


Rattus 


LSC 


199 


31 
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norvegicus 








736 


gil4336728 


Homo sapiens 


possible integral membrane 


331 


32 


736 


©18043242 


Mus musculus 


nrf/TIXI _T\XT A O/l AAfll A/"11 K nana 

RIKiSN CDNA Z4UUUIIKj1j gene 




31 


736 


gJ8895014 


Hepatitis B 
virus 


HBsAg 


68 


48 


737 


gL20071204 


Mus musculus 


Similar to paraspeckle protein 1 


1 

IOJ 




737 


gil8104577 


Homo sapiens 


paraspeckle protein 1 alpha isoform 


175 


27 


737 


gil3528666 


Homo sapiens 


Similar to splicing factor 
proline/glutamine rich (polypyrimidine 
tract-binding protein-associated) 


179 


31 


738 


gil2002000 


Homo sapiens 


My029 protein 


/IK 

415 


1 Aft 

iUU 


738 


gi348140 


Human T- 
lymphotropic 
virus 2 


rex 


68 


39 


738 


gi404041 


Human T- 
lymphotropic 
virus 2 


rex protein 


68 


39 


739 


gi4680090 


Human 

immunodeficien 
cy virus type 1 . 


envelope glycoprotein 


CO 




740 


gi21627272 


Drosophila 
melanogaster 


CG12765-PA 




18 

JO 


740 


gil9528077 


Drosophila 
melanogaster 


AT24025p 




JO 


740 


gjl066820 


* £ If 11 

Murray Valley 

encephalitis 

virus 


nonstructural protein 


uu 


28 


741 


gi9916 


Plasmodium 
falciparum 


liver stage antigen 


468 


26 


741 


gil747 


Oryctolagus 
cuniculus 


trichohyalin 


414 


24 


741 


gi295941 


Ovis aries 


trichohyalin 


395 


24 


742 


gi9845485 


Homo sapiens 


protocadherin-9 


6235 


100 | 


742 


gil5054521 


Homo sapiens 


protocadherin-S 




58 

JO 


742 


gil3161060 


Homo sapiens 


protocadherin 1 1 




58 

JO 


743 


gi5688958 


Homo sapiens 


PMMLP 




1flft ■ 

IUU 


743 


gi21594625 


Mus musculus 


RIKEN cDNA 49314U6N1j gene 




09 
yt* 


743 


gil6797814 


Drosophila 
melanogaster 


phosphomannomutase 45A 


1 104. 
1 Lyn 


SI 


744 


gJ21734445 


Rattus 
norvegicus 


: — : TT^i — TTi : 

BMP/Retinoic acid-inducible neurai- 
specific protein-2 


1QR7 
jyo i 


94 


744 


gi20988899 


Mus musculus 


similar to deietea m Diaaaer cancer 
chromosome region candidate 1 




70 




otOl 734447 


Rattus 
norvegicus 


BMP/Retinoic acid-inducible neural- 
specific protein-3 


2951 


70 


745 


©2739353 


Homo sapiens 


ZNF91L 


2075 


69 


745 


gil017722 


Homo sapiens 


repressor transcriptional factor 


2044 


71 


745 


gi4559318 


Homo sapiens 


BC273239 1 


2031 


67 


746 


gil017722 


Homo sapiens 


repressor transcriptional factor 


2144 


73 


746 


gi2739353 


Homo sapiens 


ZNF91L 


2054 


70 


746 


gil 86774 


Homo sapiens 


zinc finger protein 


2035 


70 


747 


gil9683999 


Homo sapiens 


coated vesicle membrane protein 


1010 


99 


747 


gil212965 


Homo sapiens 


transmembrane protein 


1010 


99 


747 


gil213221 


Rattus 
norvegicus 


transmembrane protein 


1006 


98 " 1 
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Wit TTI 
nil uj 




TTiAcprintifin 

J-/C5L1 1JJ UMu 


c 
o 

score 


T^ptTpn t o oa 
x CI vcUldgv 

identity 


748 
/to 


oil 100574 

gll 177JZH 


XlUlllU oapivUd 


auiu pituapuauaaC 


7'01fi 

LVJU 


08 

70 


748 

/•to 


oi 14761 


ITntnn comonc 
jnUIIlU bapiCIld 


awiu piiuapilflldbc prcv/Uiaui piuicui 


701fi 


08 
yo 


748 
/*to 


oi 1 1 1 1 1 075 


xiomo Sapiens 


dVlU pUUopUaulSC Z, 1 YoUSUIIlal 


7017 


08 
yo 


749 


©15625570 


Homo sapiens 


centaurin beta5 


2970 


83 


740 
IHy 


<ri/l£Q6007 

gi4oooyuz 


Homo sapiens 


centaunn beta2 


1708 
1 /Uo 


04 


7/iQ 

/4y 


gl4J0ZZo 


Homo sapiens 


Start codon is not identified 


1 JO/ 


7n 
/u 


750 


gil0197642 ! 


Homo sapiens 


MDS022 


647 


100 


7^n 
/DU 


gil9oo304o 


Dictyostelium 
discoideum 


TT\rn/*\TlJrDT , T/^ A T 71 Q V~T\ A "D"D fYVTl TXT 
1/1 01 


QA 

yn 


7^C 
ZO 


750 


gi684l554 


Homo sapiens 


HSPC166 


93 


24 


*7C1 

751 


gi5o30080 


Homo sapiens 


similar to HUB1; similar to BAA24380 

CD TV\ • r/y 7 fi OA 1 f\\ 


oyo 


48 


7^1 
/D 1 


f»i77QQ/i1A 

giz/oy+DU 


■ 

Homo sapiens 


repressor protein 


707 
/UZ 


10 

jy 


751 
/D 1 


«i1 8£1/107A 

gllo014UZO 


Homo sapiens 


zinc finger DNA binding protein p71 


lOOA 


41 
41 


757 
/DZ 


rri171>llY5Qn 

giizi4uzyu 


Homo sapiens 


bA12M19.2.1 (vacuolar protein sorting 
protein iOf^v.roiojj 


788^ 
ZOOD 


07 

yz . 


757 
/ JZ 


oil 1145187 
gll IDtDDoZ 


— : - 

Homo sapiens 


vacuolar protein sorting protein io 


7885 


07 

yz 


757 


oil 0141711 
gliyjHJ / J 1 


iVIUS in use Ul US 


vacuolar protein somng io ^yeasi 


7801 


80 
o^ 


753 


gi20987877 


Mus musculus 


similar to Nogo receptor 


905 


58 


751 


01*0780075 
gl7ZOUUZ3 


iviacaca 
fascicularis 


iNogo receptor 


808 


40 


751 


oi 1 5080005 


riomo sapiens 


nogo receptor 


70fi 

/yo 


48 


754 


oi 1 77870 
gll / /o/u 


nomo sapiens 


aipna-z-macrogioouun precursor 


7714 
Z/ l*f 


10 
jy 


754 


gi579592 


Homo sapiens 


alpha 2-macroglobuIin 690-730 


2708 


39 


754. 
/D4 


glD /yjy^ 


Homo sapiens 


alpha 2-macroglobuIin 690-740 


7700 
Z/UU 


1Q 


755 
/JJ 


mAG7Q70f\ 

gi4yzy /yu 


Homo sapiens 


angiopoietin-related protein 3 


1/171 


60 

<sy 


7<i 5 

/DD 


mill 5QA7/1 

gllj !Dy4 /4 


Homo sapiens 


uuuuo-aitz 


1AK 


88 
So 


755 


gi5639997 


Mus musculus 


angiopoietin-related protein 3 


1109 


77 


75/; 
/DO 


rr*7AftA57 
glZUUUD / 


Mus musculus 


neuronal glycoprotein 


>107 1 


Q7 
0/ 


75£ 
/DO 


glDoilio 


Rattus 
norvegicus 


blU-l protein 


4//o 




75£ 

/Do 


giiuiouiz 


Rattus 
norvegicus 


neural cell adhesion protein BIG-2 
precursor 


350/ 


00 


757 
/D / 


fri£7711QQ 
glOZ / jjyy 


Homo sapiens 


melanoma-associated antigen MG50 


1AA 


11 


7*17 
/D / 


guDU4U4U 


Homo sapiens 


similar to D,melanogaster 
peroxiaasin^u i iudzj 


J 44 


11 

J J 


7*17 

/D/ 


rr^1 4/105 5£1 
gil44yDD0i 


— — : 

Homo sapiens 


brain tumor associated protein LRRC4 


17/1 
JZ4 


77 
Z/ 


758 
/Do 


<*i£77110Q 

gioz/JDyy 


Homo sapiens 


melanoma-associated antigen MG50 


1/1/1 


11 
Jj 


758 


gil504040 


Homo sapiens 


similar to D.melanogaster 

norAviJocJnn 71 1 A57\ 

peroxiaasin^u 1 1UDZJ 


344 


33 


758 


gil4495561 


Homo sapiens 


brain tumor associated protein LRRC4 


329 


26 


75Q 

toy 


oi5575078 
glDDZDU/O 


T? affile 

norvegicus 


seven transmembrane receptor 


50£7 
DUOZ 


77 
/Z 


759 


gi21929093 


Homo sapiens 


seven transmembrane helix receptor 


1712 


88 


759 


gi4164023 


Bos taurus 


latrophilin 2 splice variant baaaf 


383 


27 


760 


gil0440398 


Homo sapiens 


FU00032 protein 


1261 


57 


760 


gil 1917507 


Homo sapiens 


HPF1 protein 


1258 


60 


760 


gil3752754 


Homo sapiens 


zinc finger 1111 


1253 


60 


761 


gi3628757 


Homo sapiens 


FIC1 


1436 


54 


761 


gil3097633 


Homo sapiens 


Similar to ATPase, Class I, type 8B, 
member 1 


1221 


60 


761 


gi20147219 


Arabidopsis 
thaliana 


Atlg59820/F23H11J4 


1637 


41 
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ID 


Hit ID 


Species 


Description 


c 

score 


OarAoniQ eta 

jrerceniage 
identity 


762 


gi 11527987 


11 11 

Gallus gallus 


immunoglobulin-like receptor CHUR.-A 


07 
y i 




762 


gi432214 


Human 

immunodeficien 
cy virus type 1 


envelope glycoprotein gpl20 


43 


39 


762 


gil5026993 


Homo sapiens 


MUC5AC protem 




JO 


763 


gil 1558486 


Homo sapiens 


B-cell lymphoma/leukaemia 1 1 A short 
form 


1314 


99 


763 


©7546791 


Mus musculus 


CTIP1 protein 


1 1 AO 


oo 


763 


gi7650184 


Mus musculus 


ecotropic viral integration site 9 isoform 
C 


1 1 ^ 
1 1 DD 


0^ 


764 


gi22085890 


Rattus 
norvegicus 


T7TT A TTTT* 

FHA-HIT 


14.06 
l*rZO 


80 
oz 


764 


gi2 1430028 


Drosophila 
melanogaster 


/~ % \Af\i KO« 

UMUlJO/p 


J JO 




764 


©21166012 


Dictyostelium 
discoideum 


/J\ 1 UU 1 0 VJZ 1 ivirv r\WJ 1 HUN 


279 


26 


765 


gi22085890 


Rattus 
norve©cus 


FHA-HIT 


214 j 


88 


765 


©5764101, 


Homo sapiens * 


polynucleotide kmase-3'Tphosphatase 


95 


50 


765 


©5712131 


Homo sapiens 


Ursivii proiein 




50 


766 


gi22085890 


Rattus 
norvegicus 


T7TJ A UTT 


278 


89 


766 


©57o41ul 


Homo sapiens 


pOiynUClcOtlUC KlllacC-J -puUoJJJuluioG 


109 


46 


ICC 

700 


©D/1Z1.51 


Homo sapiens 


T"YE\/f1 rtrAfpin 

jjJCfivii proiein 


107 


46 


70o 


©ID I00//U 


Homo sapiens 


avi/4qcp_1iTtp ArAfpin 
lysyi UAJUaoc~iiivc piuicm 


1818 


96 


768 


©14009597 


Homo sapiens 


lysyl oxidase-like 3 protein 


1818 


96 


768 


©15030096 


Mus musculus 


oimiiar to lysyi oxiaase-iiKe z 






769 


©3954938 


Homo sapiens 


acetylglucosaminyltransferase-like 
protein 


2298 


70 


769 


©3954978 


Mus musculus 


acetylglucosaminyltransferase-like 
protein 




7fi 
#v 


769 


_ ? 1 AOO >l 

©10834722 


. 

Homo sapiens 


rrjuDO 


SO? 


01 
y i 


770 


©7209723 


Homo sapiens 


WD-repeat like sequence 


2476 


99 


770 


©8217485 


Homo sapiens 


dJ1092A11.3 (WD repeat domain) 


2473 


99 


770 


©7209721 


Mus musculus 


DD57 




oo 


771 


©18676632 


Homo sapiens 


FLJ00215 protem 


1 CM1 


oo 
yy 


771 


©18447198 


Drosophila 
melanogaster 


GH09355p 


140 


19 


771 


©295671 


Saccharomyces 
cerevisiae 


selected as a weak suppressor of a mutant 
of the subunit AC40 of DNA dependant 
RNA polymerase I and III 


119 


22 


772 


©10799166 


Homo sapiens 


protein kinase Njmu-Rl 


1915 


99 


772 


©21104460 


Homo sapiens 


OK/SW-CL.19 


549 


100 


772 


©14290030 


Human 

immunodeficien 
cy virus type 1 


pol protein 


00 


1A 
iU 


773 


©4186023 


Homo sapiens 


CDS2 protein 


2376 


100 


773 


©19344052 


Homo sapiens 


similar to PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE 2 (CDP- 
DIGLYCERIDE SYNTHETASE 2) 
(CDP-DIGLYCERIDE 
PYROPHOSPHORYLASE 2) (CDP- 
DIACYLGLYCEROL SYNTHASE 2) 
(CDS 2) (CTP:PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE 2) (CDP- 


2376 


100 
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ID 


Hit ID 


Species 


Description 


score 


*P on* ATI f Q <JP 

r crcciiuigc 

lUtSUUlj 








DAG o YN 1 tlAofi L) [KsUr-lJKJ 






773 


gil3277972 


Mus musculus 


Similar to CDP-diacylglycerol synthase 
(pnospnandate cynayiyiiransierasej z 


2289 


96 


774 


gil7862928 


Drosophila 
melanogaster 


SD03549p 




J J 


774 


gil8077663 


Mus musculus 


cockayne syndrome group A 


117 


38 


774 


gil4091657 


Mangifera 
indica 


F6N15.o-iiKe protein 


107 
l\Jf 


4>y 


776 


gi 18676664 


Homo sapiens 


FLJ00231 protein 






776 


gil6303748 


Homo sapiens 


tweety-like protein 2 


1053 


41 


776 


©16303750 


Mus musculus 


tweety homolog 2 


yol 


1Q 


777 


gi81 18032 


Homo sapiens 


orphan G-protein coupled receptor 


939 


98 


777 


gil6877193 


Homo sapiens 


G protein-coupled receptor, family C, 
group 5, member C 


OIO 

yjy 


Qfi 


777 


gi95 88669 


Homo sapiens 


GPRC5C 


y5y 


Ofi 


778 


©20380605 


Mus musculus 


RIKEN cDNA 8430424D23 gene 


836 


91 


778 


gil6769562 


Drosophila 
melanogaster 


LD38910p 


555 


4/ 


778 


£7302978 


Drosophila 
melanogaster 


CG8441-PA 


ill 
333 


4/ 

• 


779 


gil6041781 


Homo sapiens 


Similar to RIKEN cDNA 0710001C05 
gene 


776 


99 


779 


gi21430012 ! 


Drosophila 
melanogaster 


GH27470p 


555 


^i 


779 


gil5074454 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


L5y 


zii 


780 


gil3959018 


Homo sapiens 


endothelial cell-selective adhesion 
molecule 


ono 
y\JL 


inn 


780 


gil3991773 


Mus musculus 


endothelial cell-selective adhesion 
molecule 




70. 


780 


gil814277 


Homo sapiens 


A33 antigen precursor 


lly 


1/1 
5*+ 


781 


gi8l64184 


Homo sapiens 


22kDa peroxisomal membrane protein- 
like 


1013 


100 


781 


©15422171 


Homo sapiens 


22 kDa peroxisomal membrane protein 2 


1 A1 1 




781 


gi297437 


Rattus 
norvegicus 


peroxisomal membrane protein 


79o 


/O 


782 


gi7621329 


Streptococcus 
pyogenes 


Sicl.245 


214 


39 


782 


gi7620883 


Streptococcus 
pyogenes 


Sicl.23 


215 


39 


782 


gi7620875 


Streptococcus 
pyogenes 


Sicl.19 


215 


39 


783 


gi62877 


Gallus gallus 


type VI collagen alpha-2 subunit 
preprotein 


7S1 « 


41 


783 


gi62882 


Gallus gallus 


type VI collagen subunit alpha2 


751 


41 


783 


gi211616 


Gallus gallus 


type VI collagen, alpha-2 subunit 


747 


45 


784 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


829 


48 


784 


gi3877350 


Caenorhabditis 
elegans 


contains similarity to Pfam domain: 
PF01598 (Sterol desaturase), 
Score=307.6, E-value=4.7e-89, N=l 


572 


38 


784 


gi3877351 


Caenorhabditis 
elegans 


contains similarity to Pram domain: 
PF01598 (Sterol desaturase), 
Score=303.0, E-value=l.le-87, N=l 


546 


38 
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SEQ 
ID 


Hit ID 


Species 


uescnpuuu 


s 

score 


Percentage 
identity 


785 


gl 17066 lOo 


Homo sapiens 


rNUYox-j i mil lauiuiiii 


8832 


99 


785 


gi2 1238628 


Sparisoma 


uun-iiKe proiein 


519 


62 


IOC 

785 


glZlZ.3oO.5U 


Sparisoma 

o 1 rr rvfi^Ti O 1 m 


UL111-11R.C plUlCUl 


519 


62 


lot 






ndhB 


54 


54 


/o/ 


glZZJUoZo 






52 


50 


/o/ 


giyz/yyyi 


oequoia 


Illalui asc 


60 


36 


/oo 


glloO/OOlU 


Unmn COnlPtlC 

nomu adpiciip 


FT J00204 nrotein 


204 


27 


/oo 


gljUUZjOO 


IVAite TTiiicniliTC 


Plentv of SH3s* POSH 


206 


25 


"7QQ 

/oo 


gl 14U /ODD 


J.V1U5 IllUbwUiuo 


SH3P3 


134 


45 


TOO 

/oy 


gHoO/OOlU 


T-Trwnrt cctnipnc 
XlumU CKtpiCuo 


FT J00204 orotein 


262 


27 


/oy 


gl.5UUZjoo 


JYlUo IllUaUUlUo 


Plentv of SH3s- POSH 

1 1 will jr ui kjjLJ.«/0) a. v/uii 


220 


25 


TOO 

/oy 


gl L*fU /OOj 


\yfitc miicfiiliiQ 


SH3P3 


140 


33 | 


/yu 


en 1 SOAR'* 
gHOZHOJ 


Unmn cnnipnc 
nuiiiu oajpiciia 


nrefibroblast collaeenase inhibitor 


531 


88 


Ton 
/yu 


glHyUUl/H 


Unmn CQniPtlQ 


TIMP 


531 


88 


/yu 


100-109 




col1at?enase inhibitor 


531 


88 


791 


gi7110216 


Homo sapiens , 


C-type lectin-like receptor- 1 


851 


99 


"701 

/yi 


gi/iuy/ji 




f* fvnp Iprtin-like receiYtor-2 


256 


31 


7yi 


gnyuzyoz 


Bos taurus 


Ipr+in-lilfp nYidi7£d T..DL. receotor ■ 


303 


31 


/yz 


glJ0UZ0U4 


Pniiin Y*/\ff* ffil ll 1 C 


TITVP P'liiriiroTiosvltransferase UGT2A3 

\JXJX fLfk U will. vliUuJ 1 U HilOlvl v*iJ V w \j *. 


1783 


73 


/9Z 


guyjo/yw 


ivius m use ui us 


RfFCFN rDNA 2010321 J07 cene 


1709 


69 


792 


gl4/DJ /OO 


riomo sapiens 


ITDP oliiriirrmftQvltrfliTjFprflSe 
Ui/i ^UwUiuiiUdjriitciiidLviciow 


1598 


67 


793 


gi3688090 


Homo sapiens 


R32611 2 


786 


91 


793 


~1CQA 1 770 

gl0o41ZZo 


Homo sapiens 




638 


78 


793 


gi21618688 


Mus musculus 


RIKEN cDNA 5830498C14 gene 


445 


52 


794 


gi9963861 


Homo sapiens 


Cytl9 


1729 


99 


794 


gil5488645 


Mus musculus 


metnyitransierase uyiiy 




76 


794 


' 1 01 irn a t\f\ 

gil8150409 


Rattus 
norvegicus 


o-adenosyimeiniorLine, arsenic ^iu^ 
methyltransferase 


U 1U 


76 


795 


gill 877243 


Homo sapiens 


oor i/rZ ill emmene proiein 


1957 


95 


795 


gi216l9996 


Homo sapiens 


peter pan homolog (Drosophila) 


2080 


99 


795 


gil460263l 


Homo sapiens 


peter pan (Drosophila) homolog 


2080 


99 


796 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


7QQ 

/yy 




796 


gi20380l83 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


iLI 


yz 


796 


gi20381405 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor; CMRF35 
antigen 


4ZJ 


0 / 


797 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


•700 

/yy 


yo 


797 


gi20380l83 


Homo sapiens 


similar to CMRF35 leukocyte 

immimnalnhnlin-liVp rppentnr 

HI llllUllUgl U U U 1 11 lllXvw 1 vVtulUl 


727 


92 


797 


gi2038l405 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor; CMRF35 
antigen 


423 


57 


798 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


1469 


94 


798 


gi20380l83 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


690 


84 


798 


gi20330544 


Mus musculus 


polymeric immunoglobulin receptor 3 
precursor 


416 


52 


799 


gil830748l 


Homo sapiens 


phosphoinositide-binding proteins 


2122 


100 


799 


gi393078l 


Homo sapiens 


connector enhancer of KSR-like protein 
CNK1 


346 


34 
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SEQ 
ID 


Hit ID 


Species 


Description 


c 
o 

score 


r CI VCUl«lgC 

identity 


799 


gi4151807 


Rattus 
norvegicus 


membrane-associated guanylate kinase- 
interacting protein 2 Maguin-2 






800 


gil5929988 


Homo sapiens 


Similar to 1 lAily protein precursor 


417 


89 


800 


©11493982 


Homo sapiens 


TLH29 protein precursor 


274 


72 


800 


#20147034 


Mus musculus 


interferon stimulated gene 12 


lis 




801 


gil5929988 


Homo sapiens 


Similar to TLH29 protein precursor, 
clone MGC:21991 IMAGE:4398045, 
mRNA, complete cds. 


AAC 




801 


AAW54040 


Homo sapiens 


Human interferon-inducible protein, 
HIFL 




07 
y 1 


801 


gil 1493982 


Homo sapiens 


TLH29 protein precursor (TLH29) 
mRNA, complete cds. 


303 


70 


802 


©12082725 


Mus musculus 


B cell phosphoinositide 3-kinase adaptor 




54 


802 


©12082723 


Gallus gall us 


B cell phosphoinositide 3-kinase adaptor 


Zo*HJ 


Oy 


802 


gi20987486 


Homo sapiens 


similar to B cell phosphoinositide 3- 
kinase adaptor 




07 
y / 


803 


gi7959809 


Homo sapiens 


PRO1082 


545 


100 


803 


gi7767407 


Avian 
infectious 
bronchitis virus 


5a protein 


01 


zo 


803 


gil5073792 


Sinorhizobium 
meliloti 


PUTATIVE FOSMIDOMYCIN 
RESISTANCE ANTIBIO 1 
RESIalANCb IKANolN^MoKAiNii 
rKUlrSlN 


71 


38 


804 


^gil5384843 


Homo sapiens 


NTB-A receptor 


1700 


100 


804 


gil538484l 


Homo sapiens 


activating NK receptor 


1687 


99 


804 


gi9887089 


Mus musculus 


lymphocyte antigen 108 isoform 1 


637 


44 


805 


gil7979255 


Arabidopsis 
thaliana 


ATCy*/io5«n/VANyri i in 
Al 5g4y5jU/JvOJVll^_lU 


211 


72 


805 


gi 10 177621 


Arabidopsis 
thaliana 


pnytoene oenyorogenase-iiKe 


195 


75 


805 


gil4023915 


Mesorhizobium 

10U 


pnytoene ucnyarogcnaoc 


182 


62 


806 


• i A*IHf\1£.A 

gll4270iD4 


Mus musculus 


cpigcn piuicui 


386 


71 


806 


gl/554oo 


Xenopus laevis 




120 


36 


806 




ivius muscuius 


tnmnrpmiltna 1 


125 


52 


807 


gil42703o4 


Mus musculus 


cpigcn pruioiu 


386 


71 


807 


gi7554oo 


Xenopus laevis 


iransiucinpiaiiP piuicm 


120 


36 


807 


gi7799191 


Mus musculus 


+/-ii-r»rvTjafni 1 in« 1 


125 


52 


808 


gi 14270364 


Mus musculus 


TJrvt iron nrrttpitl 

npigen proiein 


386 


71 


808 


■»if C ACQ 

gi755468 


Xenopus laevis 


iransmem Diane pruicin 


120 


36 


808 


£7799191 


Mus musculus 


tomoregulin-l 


125 


52 


ROQ 


m3068592 


Mus musculus 


punc 


201 


41 


809 


©22003417 


Danio rerio 


neogenin 


193 


40 


809 


gil881477 


Mus musculus 


neogenin protein 


167 


33 


810 


gil5072404 


Raja erinacea 


organic solute transporter beta 


92 


41 


810 


gi!43486 


Bacillus subtilis 


levansucrase 


59 


37 


810 


gil43484 


Bacillus subtilis 


levansucrase (sacB) 


58 


35 


811 


gil8650588 


Homo sapiens 


retinoic acid early transcript l 


1124 


99 


811 


gil3 128925 


Homo sapiens 


ULBP2 protein 


1070 


94 


811 


gi21961213 


Homo sapiens 


UL16 binding protein 2 


1070 


94 


812 


gi9280405 


Homo sapiens 


adlican 


1372 


46 


812 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


475 


29 
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ID 


Hit ID 


Species 


jLiescnpuuu 


c 

0 

score 


T*PI*f*PTlf"JlCTP 
1 CI kClllagC 

identity 


812 


gil4575679 


Homo sapiens 


hemicentin 


493 


28 


814 


©9280405 


Homo sapiens 


adlican 


94^ R 




814 


gil4575679 


Homo sapiens 


hemicentin 


6RR 


95 


814 


gj3328186 


Caenorhabditis 
elegans 


hemicentin precursor 




9fi 


815 


gL21619635 


Homo sapiens 


similar to Alu suDtamiiy ovj sequence 
contamination warning entry 


97ft 
z/u 


Ov 


815 


gi6650810 


Homo sapiens 


PRO1902 


264 


63 


815 


gi3002527 


Homo sapiens 


neuronal tnreaa protein al» /c-in i r 


94.7 
Zt / 


fi9 


816 


gi6707435 


Homo sapiens 


apolipoprotein A5 


1864 


100 


816 


gil2240284 


Mus musculus 


apolipoprotein A5 




79 
/Z 


816 


gi6707431 


Rattus 
norvegicus 


apolipoprotein A5 


1001 


79 
/Z 


817 


gi6707435 


Homo sapiens 


apolipoprotein A5 


1864 


100 


817 


gil2240284 


Mus musculus 


apolipoprotein A5 


1 n n 




817 


gi6707431 


Rattus 
norvegicus 


apolipoprotein A5 


1901 
IZyj 


79 
/Z 


818 


gil2751065 


Homo sapiens 


P.NAS-25 


360 


81 . 


818 


gil208732 


Drosophila 
melanogaster 


ovary2 


Z/O 


ii 


818 


gi21428518 


Drosophila 
melanogaster 


LD33046p 


Tic 
Li J 


11 


819 


gi5771420 


Homo sapiens 


" " Z ITT — n 

group IID secretory phospholipase A2 


R59 

OJZ 


inn 


819 


gi6453793 


Homo sapiens 


phospholipase A2 


640 


QQ 
yy 


819 


gi 10862736 


Homo sapiens 


alloyuzj.i (pnospnoupase az group 

TTTW 


o*fO 


QQ' 
yy 


820 


gi60l5448 


Hylobates lar 


dopamine receptor D4 


70 
/y 


15 

jj 


820 


gi505933l 


Human 

papillomavirus 
type 83 


major capsid protein 


85 


29 


820 


gil3278034 


Mus musculus 


Similar to selectin, platelet (p-selectin) 
ugana 


83 


35 


821 


gil2654883 


Homo sapiens 


r l o oeta protein 


91 19 

Z 1 IL 




821 


gi 1150421 


Homo sapiens 


rTSbeta 


2112 


96 


821 


gil 1094019 


Homo sapiens 


TITO L«i« 

RTS beta 


71 C\(\ 


Qfi 

yo 


822 


gil2803167 


Homo sapiens 


nucleosome assembly protein 1-like 1 


1798 
1 /Zo 


00 


822 


gil 89067 


Homo sapiens 


NAP 


1 "70B 

1 /Zo 


OQ 


822 


gi220496 


Mus musculus 


nucleosome assembly protein- 1 


171 Q 
1 / 10 


OS 

yo 


823 


gi 13432042 


Homo sapiens 


integrin-linked kinase-associated 
serine/threonine phosphatase 2C 


zuuy 


OQ 

yy 


823 


gi20072498 


Mus musculus 


Similar to protein phosphatase 2C 


1Q9/> 
iyzo 


QA 
y*r 


823 


gi3777604 


Rattus 


protein phosphatase 2C 


1 Q99 

lyzz 


QA 

y*t 


824 


gi7768636 


Xenopus laevis 


Kielin 


242 


36 


824 


gi6979313 


Mus musculus 


• cysteine-rich repeat-containing protein 
CRIM1 


183 


30 


824 


gill527817 


Homo sapiens 


CRIM1 protein 


178 


30 


825 


gi21928259 


Homo sapiens 


seven transmembrane helix receptor 


1023 


100 


825 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


864 


84 


825 


gil8480744 


Mus musculus 


olfactory receptor MOR261-9 


858 


82 


826 


gi21928655 


Homo sapiens 


seven transmembrane helix receptor 


1458 


93 


826 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


1280 


79 


826 


gil8480744 


Mus musculus 


olfactory receptor MOR261-9 


1258 


78 


827 


gi6760369 


Mus musculus 


ODZ3 


364 


95 
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ID 
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Description 


S 
score 


Percentage 
identity 


827 


gi4760780 


Mus musculus 


Ten-m3 


364 


95 


827 


gi5307761 


Danio rerio 


ten-m3 


310 


78 


828 


gi21205852 


Homo sapiens 


T-cell activation Rho GTPase activating 
protein; TA-GAP 


3756 


100 


828 


gi21205854 


Homo sapiens 


T-cell activation Rho GTPase activating 
protein splice variant 1; TA-GAP 


2850 


100 




828 


gil6265938 


Homo sapiens 


FKSG15 


2439 


98 


829 


©10432396 


Homo sapiens 


dJ947L8.1.5 (novel CUB domain protein) 


383 


62 


829 


gil4787176 


Mus musculus 


CSMD1 


373 


61 


829 


gil4787181 


Homo sapiens 


CUB and sushi multiple domains protein 
1 short form 


369 


60 


830 


©10432396 


Homo sapiens 


dJ947L8.1.5 (novel CUB domain protein) 


383 


62 


830 


gil4787176 


Mus musculus 


CSMD1 J 


373 


61 


830 


gil4787181 


Homo sapiens 


CUB and sushi multiple domains protein 
1 short form 


369 


60 


831 


gL532124 


Dictyostelium 
discoideum 


myosin IC 


525 


41 


831 


gi6472600 


Chara corallina 


unconventional myosin heavy chain 


511 


43 i 


831 


©9453839 


Chara corallina 


myosin 


511 


43 


832 


gi8953751 


Arabidopsis 
.thaliana 


myosin heavy chain MYA2 


646 


40 


832 


gi6472600 


Chara corallina 


unconventional myosin heavy chain 


646 


39 


832 


gi9453839 


Chara corallina 


myosin 


646 


39 


833 • 


gil7066528 


Canis familiaris 


immunoglobulin gamma heavy chain C 


42 


38 


833 


gi21 113238 


Xanthomonas 
campestris pv. 
campestris str. 
ATCC 33913 


IS 1595 transposase 


50 


43 


833 


gil6413516 


Listeria innocua 


similar to B. subtilis Ylal protein 


56 


37 


834 


gi7248845 


Homo sapiens 


testican-1 


2429 


99 


834 


gi793845 


Homo sapiens 


testican 


2429 


99 


834 


gi21265163 


Homo sapiens 


sparc/osteonectin, cwcv and kazal-like 
domains proteoglycan (testican) 


2425 


99 


835 


gil2804465 


Homo sapiens 


prostate cancer overexpressed gene 1 


1632 


59 


835 


gi3462515 


Homo sapiens 


PB39 


1632 


59 


835 


gil311198l 


Homo sapiens 


Similar to selectively expressed in 
embryonic epithelia protein- 1 


283 


34 


836 


gil2804465 


Homo sapiens 


prostate cancer overexpressed gene 1 


1637 


59 


836 


gi3462515 


Homo sapiens 


PB39 


1637 


59 


836 


gil3111981 


Homo sapiens 


Similar to selectively expressed in 
embryonic epithelia protein- 1 


283 


34 


837 


gi7689029 


Homo sapiens 


uncharacterized hypothalamus protein 
HBEX2 


664 


100 


837 


gil7391348 


Homo sapiens 


Similar to brain expressed, X-linked 1 


664 


100 


837 


gi9963771 


Homo sapiens 


ovarian granulosa cell 13.0 kDa protein 
hGR74 homolog 


664 


100 


838 


gi4585574 


Rattus 
norvegicus 


Slitl 


287 


35 


838 


gil7380582 


Homo sapiens 


SLIT1 isoform B 


279 


35 


838 


gi4049587 


Homo sapiens 


Slit-2 protein 


297 


35 


839 


gil5488920 


Homo sapiens 


Similar to RIKEN cDNA 201 01 07G23 
gene 


632 


100 


839 


gil9354289 


Mus musculus 


RIKEN cDNA 2010107G23 gene 


570 


92 


839 


gi2267416 


Hepatitis D 


hepatitis delta antigen 


76 


33 
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virus 








840 


gi21619776 


Homo sapiens 


Similar to KUvcin cjjjn/y zouuu i ijbu / 
gene 


94Q1 




840 


gi20988071 


Mus musculus 


Similar to KJLKJmn cuina zouuu i lxiu / 
gene 




80 


840 


gil4531291 


Mus musculus 


nign moDllity group proieui isuiurm i 


87 


34 


841 


gi21667649 


Drosophila 
melanogaster 


myosin Dinuing suoumi 01 myosin 
phosphatase 


231 


29 


841 


gi21392168 


Drosophila 
melanogaster 


RE63915p 


231 


29 


841 


gi3929221 


Homo sapiens 


livr i -interacting annyrui-rciaicu t\uz m 
noose poiyrncraac 


183 


32 


842 


©12408286 


Homo sapiens 


apolipoprotein L-IV splice variant a 


1742 


100 


842 


gil 3374351 


Homo sapiens 


apolipoprotein L4 


1728 


99 


842 


gil2408285 


Homo sapiens 


apolipoprotein WV splice variant b 


1683 


98 


843 


gil2408286 


Homo sapiens 


apolipoprotein Lri v spuce vanani a 


1737 


99 


843 


gil3374351 


Homo sapiens 


apolipoprotein L4 


1723 


99 


843 


gil2408285 


Homo sapiens 


apolipoprotein L-IV splice variant b 


IU / o 


98 


844 


gi21744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


2296 


100 


844 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


1048 


100 


844 


©7529599 


Homo sapiens 


dJ402N21.1 (novel protein) 


662 


100 


845 


gi21744725 


Homo sapiens 


m « f 1**11* *J_ 1 A / A X / 

glycosyl-phosphatidyl-inositol-MAM 


5051 


1 fin 

IUU 


845 


gi7529598 


Homo sapiens 


dJ402N2l.3 (novel protein with 
Immunoglobulin domains) 


1548 


99 


845 


gi7529597 


Homo sapiens 


dJ402N2l.2 (novel protein with MAM 
domain) 


1 AHA 

14/4 


inn 
IUU 


846 


gi4007758 


Schizosaccharo 
myces pombe 


conserved protein; similar to S. cerevisiae 
YPR144C 


All 




846 


gil066493 


Saccharomyces 
cerevisiae 


Weak similarity near C-terminus to RNA 
Polymerase beta subunit (Swiss Prot. 
accession number r l lz 1 5) ana ttAA i - 
binding transcription factor (PIR 
accession numoer aoo^oo^ 


482 


32 


846 


gil 8086412 


Arabidopsis 
thaliana 


At2gl7250/T23A1.U 


420 


44 


847 


©14701768 


Homo sapiens 


Vam6/Vps39-like protein 


3499 


96 


847 


gil4280050 


Homo sapiens 


Vps39/Vam6-like protein 




✓o 


847 


gil 8857927 


Mus musculus 


VPS39 long isoform 






848 


gi38U347 


Homo sapiens 


cytosolic phospholipase A2 beta 


1209 


44 


848 


gi4886978 


Homo sapiens 


cytosolic phospholipase A2 beta; 
cPLA2beta 


1 ono 
izuy 


AA 
44 


848 


gil90004 


Homo sapiens 


phosphatidylcholine 2-acylnydrolase 


D1Z 


IS 


849 


gl fZy 143 / 


L/rUoUpillXa 

melanogaster 


CG4071-PA 

\y\Jt\J 111 A 


516 


51 


849 


gil7946619 


Drosophila 
melanogaster 


RH31535p 


217 


42 


849 


gi21645615 


Drosophila 
melanogaster 


CG4071-PB 


217 


42 


850 


gil3161409 


Mus musculus 


family 4 cytochrome P450 


444 


73 


850 


gi5263306 


Coptotermes 
acinaciformis 


family 4 cytochrome P450 


200 


41 


850 


gi!3182964 


Mus musculus 


cytochrome P450 CYP4F13 


196 


38 


851 


gii3447749 


Homo sapiens 


fibroblast growth factor receptor 5 


2475 


98 


851 


gi 10944887 


Homo sapiens 


FGFR-like protein 


2475 


98 
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851 


gil3l836l8 


Homo sapiens 


FGF homologous factor receptor 


2421 


97 


852 


gj!3447749 


Homo sapiens 


fibroblast growth factor receptor 5 


2701 


99 


852 


gil0944887 


Homo sapiens 


FGFR-like protein 


2701 


99 


852 


gil3l836l8 


Homo sapiens' 


FGF homologous factor receptor 


2647 


98 


853 


gil3l836l8 


Homo sapiens 


FGF homologous factor receptor 


583 


98 


853 


gil3447749 


Homo sapiens 


fibroblast growth factor receptor 5 


583 


98 


853 


gil0944887 


Homo sapiens 


FGFR-like protein 


583 


98 


854 


gi643656 


Rattus 
norvegicus 


synaptotagmin VII 


2035 


95 


854 


gil2667446 


Rattus 
norvegicus 


synaptotagmin VIIs 


2035 


95 


854 


gi6l36786 


Mus musculus 


synaptotagmin VII 


2026 


95 


855 


gil2053709 


Homo sapiens 


a disintegrin-like and metalloprotease 
(reprolysm type) with thrombospondin 
type 1 motif, 12 


8842 


100 


855 


gi5923788 


Homo sapiens 


zinc metalloprotease ADAMTS7 


2489 


CO 

58 


855 


gil9171178 


Homo sapiens 


metalloprotease disintegrin 16 with 
thrombospondin type I motif 


1 cno 

l5yo 


m 
jy • 


856 


gil5929988 


Homo sapiens 


Similar to TLH29 protein precursor 


155 


oc 
8o 


856 


gi7649l39 


Homo sapiens 


pIFI27-like protein 


83 


44 


856 


gil 1493982 


Homo sapiens 


TLH29 protein precursor 


83 


44 


857 


gi 13542874 


Mus musculus 


Similar to CGI-67 protein 


1299 


74 


857 


gL21707079 


Homo sapiens 


similar to RIKEN cDNA 2210412D01 


1278 


75 


857 


gi4929603 


Homo sapiens 


CGI-67 protein 


1087 


81 


858 


gil3542874 


Mus musculus 


Similar to CGI-67 protein 


1299 


74 


858 


gi21707079 


Homo sapiens 


similar to RIKEN cDNA 2210412D01 


1279 


73 


858 


gi4929603 


Homo sapiens 


CGI-67 protein 


1087 


81 


859 


gL21595166 


Mus musculus 


RIKEN cDNA 4933425F03 gene 


1823 


83 


859 


gi 16359267 


Mus musculus 


Similar to RIKEN cDNA 4933425F03 
gene 


1822 


83 


859 


gi21619888 


Homo sapiens 


Similar to RIKEN cDNA 4933425F03 
gene 


1542 


98 


860 


gi21595166 


Mus musculus 


RIKEN cDNA 4933425F03 gene 


2278 


88 


860 


gi 16359267 


Mus musculus 


Similar to RIKEN cDNA 4933425F03 
?ene 


2277 


88 


860 


gi21619888 


Homo sapiens 


Similar to RIKEN cDNA 4933425F03 
gene 


1958 


99 


861 


gil 1493463 


Homo sapiens 


PR02852 


301 


75 


861 


gil4189960 


Homo sapiens 


PRO0764 


271 


65 


861 


gi21 104464 


Homo sapiens 


OK/SW-CL.41 


264 


70 


863 


gi21320872 


Mus musculus 


Cog8 


2747 


88 


863 


gil7862986 


Drosophila 
melanogaster 


SD07339p 


795 


45 


863 


gi5922593 


Schizosaccharo 
myces pombe 


pi008 


230 


21 


864 


gi21618851 


Mus musculus 


RIKEN cDNA 26105 10L01 gene 


882 


92 


864 


gi20977573 


Danio rerio 


Ul small nuclear ribonucleoprotein C 


75 


32 


864 


gil562574 


Mus musculus 


Ul snRNP-specific protein C 


75 


32 


865 


gil7862312 


Drosophila 
melanogaster 


LD21841p 


646 


41 


865 


gi22294210 


Thermosynecho 
coccus 

elongatus BP-1 


WD-40 repeat protein 


123 


27 


865 


gi886024 


Thermomonosp 


PkwA 


124 


25 
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ora curvata 








866 


gi3878846 


Caenorhabditis 
elegans 


R05D7.3 


119 


37 


866 


gil685056 


Xenopus laevis 


Pax6 


87 


24 


866 


gi8132389 


Xenopus laevis 


paired domain transcription factor variant 
A 


81 


23 


867 


gi 12406973 


Homo sapiens 


alanine-glyoxylate aminotransferase 2 


2740 


100 


867 


gil944136 


Rattus 
norvegicus 


beta-alanine-pyruvate aminotransferase 


2255 


83 


867 


gil000448 


Rattus 
norvegicus 


Rat kidney AGT2 precursor 


2208 


81 


868 


gil2406973 


Homo sapiens 


alanine-glyoxylate aminotransferase 2 


1870 


98 


868 


gil944136 


Rattus 
norvegicus 


beta-alanine-pyruvate aminotransferase 


1630 


86 


868 


gil000448 


Rattus 
norvegicus 


Rat kidney AGT2 precursor 


1583 


84 


869 


gi4165315 


Sus scrofa 


kallikrein 


468 


42 ' 


869 


gil90263 


Homo sapiens 


plasma prekallikrein 


467 


38 


869 


gi8809781 


Homo sapiens 


plasma kallikrein precursor 


467 


38 


870 


gi 17985046 


Brucella 
melitensis 


GLYCOSYL TRANSFERASE 


137 


28 


.870 


gi5478237 


Brucella 
melitensis 


Bme7 


137 


28 


870 


gi20906785 


Methanosarcina 
mazei Goel 


Transposase 


126. 


25 


871 


gi4565840 


Cnemidophorus 
tigris 


cytochrome b oxidase 


76 


41 


871 


gil5023030 


Clostridium 
acetobutylicum 


Uncharacterized membrane protein, 
ortholog YYAS B.subtilis 


72 


44 


871 


gi754924l 


Barbatiatenera 


cytochrome oxidase subunit I 


71 


28 


872 


gi8705222 


Homo sapiens 


IL-17B receptor 


1998 


100 


872 


gi9246433 


Homo sapiens 


IH 7 receptor homolog precursor 


1996 


99 


872 


gi9246429 


Mus musculus 


IL-17 receptor homolog precursor 


1504 


75 


873 


gil8676472 


Homo sapiens 


FLJ00I33 protein 


6475 


100 


873 


gil 8676498 


Homo sapiens 


FLJ00146 protein 


2352 


100 


873 


gil6!467 


Strongylocentro 
tus purpuratus 


fibropellin la 


1246 


38 


874 


gi2l3l98 


Petromyzon 
marinus 


fibrinogen alpha chain 


89 


39 


874 


gil52923l7 


Drosophila 
melanogaster 


LD46863p 


87 


34 


874 


gi487792l 


Streptococcus 
pyogenes 


serum opacity factor precursor 


81 


33 


875 


gil4249936 


Homo sapiens 


Similar to S-adenosylhomocysteine 
hydrolase-like l 


2582 


97 


875 


gil7390493 


Mus musculus 


S-adenosylhomocysteine hydrolase-like l 


2429 


92 


875 


gi2852l25 


Homo sapiens 


S-adenosyl homocysteine hydrolase 
homolog 


2429 


92 


876 


gil4279990 


Homo sapiens 


ubiquitin UBF-fl 


458 


100 


876 


gi6706799 


Homo sapiens 


dJ447F3.2.l (ubiquitin-conjugating 
enzyme E2 HIO (isoform l)) 


214 


74 


876 


gil4043322 


Homo sapiens 


ubiquitin carrier protein E2-C 


214 


74 


877 


gi200865l6 


Homo sapiens 


prominin-related protein 


4241 


99 


877 


gi20086520 


Mus musculus 


prominin-related protein 


3157 


73 
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877 


gil9909067 


Rattus 
norvegicus 


testosterone-regulated prominin-related 
protein 


2920 


69 


878 


gil3159480 


Homo sapiens 


Translation may initiate at the ATG 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-45 


2104 


i Art 

100 


878 


gi21483846 


Sus scrofa 


fibrinogen-like protein 2 


406 


36 


878 


gi9229906 


Ciona 
intestinalis 


fibrinogen-like protein 


408 


36 


879 


gil3159480 


Homo sapiens 


Translation may initiate at the ATG 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-45 


2100 


99 


879 


gi21483846 


Sus scrofa 


fibrinogen-like protein 2 


406 


36 


879 


gi9229906 


Ciona 
intestinalis 


fibrinogen-like protein 


408 


36 


880 


gil3159480 


Homo sapiens 


Translation may initiate at the ATG 
codon at nucleotides 40-42 or the A 1 u at 
nucleotides 43-45 


2100 


no 
yy 


880 


gi21483846 


Sus scrofa 


fibrinogen-like protein 2 


4U0 


i& 


880 


gi9229906 


Ciona 
intestinalis 


fibrinogen-like protein 




16. 


881 


gil 1493483 


Homo sapiens . 


PRO2550 


ill 


00 


881 


gi7770139 


Homo sapiens 


PRO 1722 




oy 


881 


gil872200 


Homo sapiens 


alternatively spliced product using exon 
13A 


in a 


77 
11 


882 


gil0175777 


. Bacillus 
halodurans 


protease specific for phage lambda ell 
repressor 




1A 


882 


gil5558903 


Xenopus laevis 


rp 1 

Tob 




^1 


882 


gi21998835 


Rattus 
norvegicus 


monocarboxylate transporter 8 


0/ 




883 


gi 18073362 


Homo sapiens 


= — n 

cystine/glutamate transporter 


7SS? 




883 


gil 1493652 


Homo sapiens 


calcium channel blocker resistance 
protein lldKI 


2552 


100 


883 


gil 3924720 


Homo sapiens 


cystine/glutamate transporter xCT 






884 


gi5072l3 


Homo sapiens 


serine kinase 


17Q7 
i /y / 


07 


884 


gil4252988 


Homo sapiens 


SRPK1 a protein kinase 


1797 


97 


884 


gi3l35975 


Homo sapiens 


dJ422Hl 1.1.1 (Serine Kinase) (lsotorm i) 


i /yo 


OS 


885 


gi9837288 


Homo sapiens 


C-type lectin 


271 


54 


885 


gi665l065 


Homo sapiens 


lectin-like NK cell receptor LLT1 


271 


54 


885 


gil8044358 


Homo sapiens 


Similar to lectin-hke NK cell receptor 


270 


Jl 


886 


gi22l64066 


Homo sapiens 


neuroblastoma-amplified protein 


7571 


99 


886 


gi58333l7 


Oryzias latipes 


mixed lineage leukemia-likeprotein 


89 


23 


886 


gi7l087!7 


Nicotiana 
tabacum 


MAR-binding protein MFP1 homolog 


89 


31 


887 


gi22 164066 


Homo sapiens 


neuroblastoma-amplified protein 


6RQ7 

o&y / 


yo 


887 


gi5833317 


Oryzias latipes 


mixed lineage leukemia-like protein 


89 


23 


888 


gil7430957 


Ralstonia 
solanacearum 


HYPOTHETICAL TRANSMEMBRANE 
PROTEIN 


453 


40 


888 


gil3421965 


Caulobacter 

crescentus 

CB15 


M20/M25/M40 family peptidase 


377 


38 


888 


gi2330791 


Schizosaccharo 
myces pombe 


carboxypeptidase s precursor 


352 


33 


889 


gil 1558029 


Homo sapiens 


organic cation transporter 


1860 


99 


889 


gil8088251 


Homo sapiens 


Similar to hBOIT for potent brain type 
organic ion transporter 


1206 


97 
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lUCUUlj 


889 


©9663117 


Homo sapiens 


or game cation transporter 


1857 


OQ 

yy 


890 


gi344112 


synthetic 
construct 


chloramphenicol acetyltransferase and 
carboxy terminal fusion protein 


57 


78 
*>o 


890 


gi412284 


synthetic 
construct 


carboxy terminal fusion protein 


57 


78 


890 


gil3 122523 


Barbus 

brachycephalus 


ATP synthase 8 


56 


28 


891 


gil3375149 


Homo sapiens 


dJl 1 1 8M15.2 (Novel protein) | 


J JO 


08 
yo 


891 


gi7259265 


Mus musculus 


contains transmembrane (TM) region 


760 


48 


891 1 


gil806278 


Rattus 
norvegicus 


glycoprotein 56 




15 


892 


gil6589003 


Homo sapiens 


bromodomain-containing 4 


6353 


99 


892 


gi9931486 


Mus musculus 


cell proliferation related protein CAP 


5615 


on 

y\J 


892 


gil8308125 


Mus musculus 


bromodomain-containing protein BRIM 
long variant 


5633 


90 


893 


gil5420828 


Homo sapiens 


XT/"Yt50 1 

NOE3-1 




yy 


893 


gi 19386926 


Rattus 
norvegicus 


optimedin form B 


2484 


98 


893 


gi 19386930 . 


Mus musculus 


: r— ? — : 

optimedin form B 




08 
yo 


894 


gil0336599 


Xenopus laevis 


follistatin-related protein 


234 


32 


894 


gi349006 . 


Mus musculus 


TGF-beta-inducible protein 


oo< 


00 
Ly 


894 


gi20810033 


Mus musculus fc 


. folhstatin-hke 


OOI 


OQ 
Ly 


895 


gi5002565 


Takifugu 
rubripes 


cysteine conjugate beta-lyase 


1244 


55 


895 


gi758591 


Homo sapiens 


glutamine-phenylpyruvate 
aminotransferase 


1201 


51 


895 


gi 15425868 


Aedes aegypti 


kynurenine aminotransferase 


1188 


55 


896 


gi20522012 


Homo sapiens 


similar to an actin bundling protein, 
dematn. 


ion 


co 
5/ 


896 


gi2337952 


Homo sapiens 


actin-binding double-zinc-finger protein 


1312 


57 


896 


gi21666433 


Mus musculus 


actin-bindingLIM protein 1 medium 
isoform 


1305 


57 


898 


gi6716518 


Mus musculus 


doublecortin-like kinase 


821 


52 


898 


gi21619202 


Homo sapiens 


Similar to doublecortin and CaM kinase- 
likel 


O 1 A 

810 


51 


898 


gi20152113 


Drosophila 
melanogaster 


RE56868p 


778 


45 


899 


gi9280108 


Macaca 
fascicularis 


membrane-associated prostaglandin E 
synthase-2 


1907 


91 


899 


gi9757960 


Arabidopsis 
thaliana 


contains similarity to glutathione-S- 

transferase/glutaredoxin~gene_id:MJC20. 

26 


396 


50 


899 


gil7944528 


Drosophila 
melanogaster 


RH17614p 


566 


42 


900 


gi4894854 


Homo sapiens 


complement Clq A chain precursor 


1308 


99 


900 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha polypeptide 


1308 


99 


900 


gil2805247 


Mus musculus 


complement component 1, q 
subcomponent, alpha polypeptide 


945 


70 


901 


gil0176989 


Arabidopsis 
thaliana 


contains similarity to hedgehog- 
interacting protein~gene_id:MYH 1 9. 17 


86 


34 


901 


gi456384 


Blastocrithidia 
culicis 


apocytochrome B 


41 


50 


902 


gi2565046 


Homo sapiens 


CAGF28 


3775 


97 


902 


gi21707458 


Homo sapiens 


PAX transcription activation domain 


2709 


87 
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interacting protein 1 like 






AA1 

902 


gi4336734 


Mus musculus 


Pax transcription activation domain 
interacting protein PTEP 


2473 


OA 

80 


903 


gi4336734 


Mus musculus 


Pax transcription activation domain 
interacting protein PTIP 


531 


93 


903 


gil4164561 


Xenopus laevis 


Swift 


467 


79 


A AO 

903 


gil2382298 


Human 
herpesvirus 8 


OrfKlO 


48 


34 


904 


gil9353375 


Mus musculus 


T1 TTJ 1 I V T T\\ T 1 111 fY/\«i 1 T f\rs 

RIKEN cDNA 11 10031102 gene 


745 


78 i 


904 


gi 15929776 


Homo sapiens 


growth suppressor 1 


137 


41 


904 


gi5805194 


Rattus 
norvegjcus 


leprecan 


137 


41 


905 


gi2443352 


Mus musculus 


platelet glycoprotein lb beta 


150 


45 


905 


gi21355064 


Homo sapiens 


platelet glycoprotein lb beta chain 


146 


43 


905 


gi306792 


Homo sapiens 


platelet glycoprotein lb beta chain 
precursor 


146 


43 


906 


gil3991166 


Homo sapiens 


sialic acid-binding immunoglobulin-like 
lectin-like short splice variant 


1174 


100 


906 


gil399H67 


Homo sapiens 


sialic acid-binding irnmunoglobulin-like 
lectin-like long splice variant 


1174 


100 


906 


gil4625822 


Homo sapiens 


Sigiec-Ll 


1174 


100 


907 


gi21708018 


Mus musculus . 


. RIKEN cDNA 2700029E10 gene 


626 


66 


907 . 


gi7547035 


Homo sapiens 


SGC32445 protein 


474 


63 


907 


#21626575 


Drosophila 
melanogaster 


CG30193-PA 


457 


55 


908 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


2748 


60 


908 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(UH052) 


2748 


60 


908 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor . 


1721 


42 


909 


gi6273399 


Homo sapiens 


1 * A _J A* "V ATA^\Fg\ 

melanoma-associated antigen MG50 


2748 


60 


909 


gi 15 04040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


2748 


60 


aaa 
909 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


1721 


42 


A1 A 




Homo sapiens 


. . — _ . 

melanoma-associated antigen MG50 


2799 


59 


A1 A 
910 


gl 15 04040 


Homo sapiens 


similar to D.melanogaster 
peroxidasm(Ul iujZ; 


2799 


PA 

59 


910 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


1708 


41 


911 


gil8182323 


Mus musculus 


crumbs-like protein 1 precursor 


777 


31 


A1 1 

911 


glbU 14482 


Homo sapiens 


/Till 1 

CRB1 


754 


OA 

30 


01 1 


ml 81*75980 


Homo sapiens 


CRB1 isoform I precursor 


ISA 




912 


gi6650802 


Homo sapiens 


PR01848 


205 


56 


912 


gi21 104464 


Homo sapiens 


OK/SW-CL.41 


188 


61 


912 


gil 1493463 


Homo sapiens 


PR02852 


175 


54 


913 


gi6808611 


Homo sapiens 


88-kDa Golgi protein 


3237 


99 


913 


gi6969980 


Homo sapiens 


golgin 67 


2345 


98 


913 


gi72 11438 


Homo sapiens 


golgin-67 


2330 


98 


914 


gi307377 


Homo sapiens 


cAMP-dependent protein kinase Rl-beta 
regulatory subunit 


1957 


99 


914 


gi200365 


Mus musculus 


cAMP-dependent protein kinase 
regulatory subunit 


1886 


94 


914 


gil5030299 


Mus musculus 


Similar to protein kinase, cAMP 


1881 


94 
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dependent regulatory, type I beta j 






915 j 


gi20306468 


Mus musculus 


Similar to RIKEN cDNA 2610025P08 
gene 


382 


41 


915 


gi7161798 


Homo sapiens 


dJ470B24.1.1 (myeloid/lymphoid or 
mixed-lineage leukemia (trithorax 1 
(Drosophila) homolog); translocated to, 4 
(AF-6) (isoform 1)) 


130 


32 


915 


gi7161797 


Homo sapiens 


dJ470B24.1.2 (myeloid/lymphoid or 
mixed-lineage leukemia (trithorax 
(Drosophila) homolog); translocated to, 4 
(AF-6) (isoform 2)) 


130 


32 


916 


gil845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 


2633 


77 


916 


gi36459l3 


Mus musculus 


1 2(S)-lipoxygenase 


2633 


77 


916 


gi 15489302 


Mus musculus 


Similar to arachidonate 15-lipoxygenase 


2631 


77 


917 


gil5489302 


Mus musculus 


Similar to arachidonate 15-lipoxygenase 


751 


78 


917 


gi 1845577 


Mus musculus 


arachidonate 12(S>hpoxygenase 


748 


78 


917 


gil 101886 


Mus musculus 


arachidonate lipoxygenase 


748 


78 


918 


gil5489302 


Mus musculus 


Similar to arachidonate 15-lipoxygenase 


1266 


75 


918 


gil845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 


1263 


75, 


918 


gill01886 


Mus musculus 


arachidonate lipoxygenase 


1263 


75 


919 


gil3661964 


Leishmania 
major 


L344.3 


108 


21 


919 


gil7135639 


Nostoc sp. PCC 
7120 


WD-repeat protein 


95 


21 • 


919 


gill 139242 


Homo sapiens 


meiotic recombination protein REC14 


93 


25 


920 


gi 17862298 


Drosophila 
melanogaster 


LD2l662p 


627 


42 


920 


gi2425111 


Dictyostelium 
discoideum 


ZipA 


122 


28 


920 


gi641958 


Homo sapiens 


non-muscle myosin B 


118 


24 i 


921 


gi81 32683 


Homo sapiens 


cytokine-nke protem C17 


241 


64 


921 


gil2751073 


Homo sapiens 


PNAS-31 . • 


74 


92 


.921 


gill323101 


Saint Groix 
river virus 


VP4 


79 


32 


922 


gi8 132683 


Homo sapiens 


cytokine-like protein C17 


241 


64 


922 


gil275l073 


Homo sapiens 


PNAS-31 


74 


92 


922 


gil!323l0l 


Saint Croix 
river virus 


VP4 


79 


32 


923 


gi8l32683 


Homo sapiens 


cytokine-like protein Cl7 


384 


73 


923 


gil275l073 


Homo sapiens 


PNAS-31 


74 


92 


923 


gi2l6l68 


Bacteriophage 
SPP1 


promoter 3 protein 


56 


37 


924 


gi8l32683 


Homo sapiens 


cytokine-like protein Cl7 


263 


98 


924 


gil 143067 


Canis familiaris 


alpha-L-fucosidase 


69 


59 


924 


gi309444 


Mus musculus 


MRK 


58 


65 


925 


gi8132683 


Homo sapiens 


cytokine-like protein Cl7 


591 


100 


925 


gi3406819 


Mus musculus 


growth factor receptor 


64 


60 


925 


gil2724591 


Lactococcus 
lactis subsp. 
lactis 


UNKNOWN PROTEIN 


41 


37 


926 


gil7975777 


Homo sapiens 


vesicular inhibitory amino acid 
transporter 


2741 


99 


926 


gil3396317 


Homo sapiens 


bAl220l.l (A novel protein (ortholog of 
the mouse vesicular inhibitory amino acid 
transporter, VIAAT)) 


2741 


99 
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926 


gi2587061 


Rattus 
norvegicus 


vesicular GABA transporter 


2694 


no 

98 


927 


gi3097285 


Rattus 
norvegicus 


ZOG 


670 


39 


927 


gi802014 


Rattus 
norvegicus 


preadipocyte factor 1 


665 


39 


927 


gil3365691 


Mus musculus 


dlk (Delta like) 


649 


39 


928 


gi6624073 


Homo sapiens 


similar to hepatitis delta antigen 
interacting protein A ; similar to 
AAB05928. 1 (PID:gl4883 14) I 


1757 


93 


928 


gil488314 


Homo sapiens 


hepatitis delta antigen interacting protein 
A 


274 


AC 

45 


928 


gi 16768374 


Drosophila 
melanogaster 


GM03282p 


359 


37 


929 


gi4337106 


Homo sapiens 


BAT4 


OCA 

004 


no 
yo 


929 


gil4250638 


Homo sapiens 


Similar to DNA segment, Chr 17, human 
D6S54E 


864 


98 


929 


gi3941733 


Mus musculus 


BAT4 




/l 


930 


gi9759107 


Arabidopsis 
thaliana . 


phosphate/phosphoenolpyruvate 
translocator protein-like 


289 


30 


930 


gi21 536504 


Arabidopsis 
thaliana 


phosphate/phosphoenolpyruvate 
translocator-like protein 




LI 


930 


gi8778643 


Arabidopsis 
thaliana 


F5011.25 


235 


29 


931 


gi5852981 


Homo, sapiens 


cardiotrophin-like cytokine CLC 


lzU4 


yy 


931 


gi6007641 


Homo sapiens 


neurotrophin-l/B-cell stimulating factor-3 


1204 


99 


931 


gil5277895 


Homo sapiens 


Similar to cardiotrophin-like cytokine; 
neurotrophin-l/B-cell stimulating factor-3 


1204 


nn 

99 


932 


gi22003732 


Homo sapiens 


MTLC 


853 


99 


932 


gi 18490933 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10020B04 
gene 


846 


98 


932 


gi20453974 


Mus musculus 


MT-MC1 


718 


82 


933 


gi9958075 


Arabidopsis 
thaliana 


Putative methionine aminopcptidase 


739 


53 


933 


gil 1320956 


Arabidopsis 
thaliana 


methionine aminopeptidase-like protein 


739 


CO 

53 


933 


gi2l553973 


Arabidopsis 
thaliana 


methionyl aminopeptidase-like protein 


717 


52 


934 


gi4104963 


Rattus 
norvegicus 


neurexophilin 4 


1493 


90 


934 


gil336013 


Mus musculus 


neurexophilin 2 


327 


65 


934 


gi4105164 


Homo sapiens 


neurexophilin 2 


323 


65 


935 


gil5025812 


Clostridium 
acetobutylicum 


Methyl-accepting chemotaxis protein 

T T A X JTTi J * - 

with HA Mr domain 


65 


38 


935 


gil7224936 


Trypanosoma 
brucei 


corset-associated protein 15 


63 


31 


935 


gil5025892 


Clostridium 
acetobutylicum 


Ribosome-associated protein Y (PSrp-1) 


48 


38 


936 


gil6197625 


Arabidopsis 
thaliana 


anaphase promoting complex subunit 1 1 


64 


32 


936 


gil0834682 


Homo sapiens 


PP3958 


74 


46 


937 


gil9387136 


Homo sapiens 


PYRIN-containing APAFl-like protein 5 


874 


99 


937 


gi202806 


Rattus 
norvegicus 


vasopressin receptor 


561 


68 


937 


gi21410402 


Mus musculus 


expressed sequence AI5 04961 


532 


67 
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938 


gill321325 


Homo sapiens 


Lin-7b 


1030 


100 


938 


gi20381193 


Homo sapiens ! 


Lin-7b protein; likely ortholog of mouse 
UN-7B; mammalian LIN-7 protein 2 


1030 


100 


938 


gi3885828 


Rattus 
norvegicus 


lin-7-A 


1019 


98 


939 


gil4349125 


Homo sapiens 


alpha2-glucosyltransferase 


738 


96 


939 


gi3513451 


Rattus 
norvegicus 


potassium channel regulator 1 


718 


93 


939 


gi21711799 


Drosophila 
melanogaster 


RH44301p 


142 


32 


940 


gil2803183 


Homo sapiens 


polypyrimidine tract binding protein 
(heterogeneous nuclear ribonucleoprotein 
I) 


1527 


91 


940 


gi32354 


Homo sapiens 


nuclear ribonucleoprotein 


1527 


91 


940 


gi35772 


Homo sapiens 


polypirimidine tract binding protein 


1527 


91 


941 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3046 


99 


941 


gil60409&l 


Mus musculus 


POEM 


884 


51 


941 


gil5430246 


Mus musculus 


nephronectin short isoform 


884 


51 


942 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3036 


98 


942 


gil6040981 


Mus musculus 


POEM 


884 


51 


942 


gil5430246 


Mus musculus 


nephronectin short isoform 


884 


51 


943 


#17980969 


Homo sapiens 


sel4-3r protein 


5146 


99 


943 


gill 385648 


Homo sapiens 


CTCL tumor antigen sel4-3 


3867 


99 


943 . 


gi7960216 


Homo sapiens 


RACK-like protein PRKCBP1 


3124 


99 


944 


gil7980969 


Homo sapiens 


sel4-3r protein 


3140. 


99 


944 


gil3677201 


Homo sapiens 


dJ569M23.1.2(protein kinase C binding 
protein 1, isoform 2) 


2771 


100 


944 


gil3677198 


Homo sapiens 


dJ569M23.1.3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2638 


96 


945 


gil7980969 


Homo sapiens 


sel4-3r protein 


3550 


84 


945 


gil3677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2771 


100 


945 


gil3677198 


Homo sapiens 


dJ569M23.1.3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2638 


96 


946 


gil7980969 


Homo sapiens 


sel4-3r protein 


3550 


84 


946 


gil3677198 


Homo sapiens 


dJ569M23.1.3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2380 


90 


946 


gil3677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2377 


90 


947 


gil4043211 


Homo sapiens 


Similar to RIKEN cDNA 4931428F04 
gene 


2410 


98 


947 


gi22204070 


Macaca mulatta 


metabotropic glutamate receptor 1 


91 


42 


947 


gil70454 


Lycopersicon 
esculentum 


cell wall hydroxyproline-rich 
glycoprotein 


70 


39 


948 


gil4972753 


Streptococcus 

pneumoniae 

TIGR4 


alcohol dehydrogenase, zinc-containing 


51 


33 


948 


gi20152351 


Avian 
infectious 
bronchitis virus 


spike glycoprotein SI subunit 


68 


34 


948 


gi9658106 


Vibrio cholerae 


polyhydroxyalkanoic acid synthase 


67 


26 


949 


gil9387136 


Homo sapiens 


PYRIN-containing APAFl-like protein 5 


1738 


99 


949 


gL202806 


Rattus 


vasopressin receptor 


1037 


64 
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norvegicus 








949 


gL21410402 


Mus musculus 


expressed sequence AI5 04961 


988 I 


63 


950 


gi3978472 


Rattus 
norvegicus 


potassium channel subunit 


5393 


88 


950 


©20338417 


G alius gallus 


potassium channel subunit 


4792 


88 


950 


gi7303760 


Drosophila 
melanogaster 


CG12904-PA 


981 


62 


951 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


3535 


99 


951 


gi21908028 


Homo sapiens 


a disintegrin and metalloprotease domain 
33 


3535 


99 


951 


gil3157560 


Homo sapiens 


dJ964F7.1 (novel disintegrin and 
reprolysin metalloproteinase family 
protein) 


3078 


99 


952 


gil8606367 


Mus musculus 


R1KEN cDNA 4930570C03 gene 


715 


92 


952 


gi9971130 


Schizosaccharo 
myces pombe 


human downs syndrome critical region- 
like 


72 


31 


952 


gi5708224 


Rhodoblastus 
acidophilus 


LH2alpha5 


60 


31 


953 


gil5420879 


Mus musculus 


. ankyrin repeat-ccmtaining SOCS box 
protein 10 


2053 


82 


953 


gil8092200 


Homo sapiens j 


ASB-10 


1909 


98 


953 


gil8031949 


Mus musculus 


SOCS b.ox protein ASB-18 


816 


45 


954 


gi491284 


synthetic 
construct 


IFN-pseudo-omega 2 


799 


98 


954 


gi386800 


Homo sapiens 


interferon-alpha 


330 


72 


954 


gi490110 


Homo sapiens 


interferon-omega 1 


330 


72 


955 


gi9844580 


Homo sapiens 


dJ1153D9.4 (novel protein) 


623 


84 


955 


gi9844579 


Homo sapiens 


dJ1153D9.3 (novel protein) 


450 


97 


955 


gil5928971 


Homo sapiens 


Similar to neuronal thread protein 


430 


90 


956 


gil2804321 


Homo sapiens 


peroxisomal short-chain alcohol 
dehydrogenase 


685 


100 


956 


gil9H3668 


Homo sapiens 


NADP-dependent retinol dehydrogenase 
short isoform 


878 


100 


956 


gil 1559412 


Homo sapiens 


NADPH-dependent retinol 
dehydrogenase/reductase 


587 


100 


957 


gil2718818 


Mus musculus 


sulfhydryl oxidase 


496 


49 


957 


gil2718820 


Rattus 
norvegicus 


sulfhydryl oxidase 


489 


47 


957 


gil2483919 


Rattus 
norvegicus 


FAD-dependent sulfhydryl oxidase-2 


489 


An 

47 


958 


gil2958660 


Homo sapiens 


acid phosphatase 


2252 


i (\t\ 
100 


958 


gil2958663 


Homo sapiens 


acid phosphatase variant 3 


1285 


c\c\ 
99 


ACQ 

SO o 


glDlot 1 


Mus musculus 


lysosomal acid phosphatase 


o J / 




959 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


1703 


100 


959 


gi6855601 


Homo sapiens 


PRO0684 


1703 


100 


959 


gil 1493443 


Homo sapiens 


PRO2209 


1703 


100 


960 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


1080 


100 


960 


gil 1493443 


Homo sapiens 


PRO2209 


1080 


100 


960 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1080 


100 


961 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


1239 


100 


961 


gil 1493443 


Homo sapiens 


PRO2209 


1239 


100 


961 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1239 


100 


962 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


1574 


93 


962 


gil 1493443 


Homo sapiens 


PRO2209 


1574 


93 
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962 


©177829 


Homo sapiens 


alpha-l-antitrypsin 


1574 


93 


963 


gi6706993 


Streptomyces 

coelicolor 

A3(2) 


methyltransferase 


83 


26 


963 


gi7303904 


Drosophila 
melanogaster 


CG13954-PA 


85 


53 


964 


gi2632092 


Pongo 
pygmaeus 


fertilin alpha protein 


4128 


92 


964 


gi794073 


Macaca 
fascicularis 


fertilin alpha-I 


3136 


74 


964 


gil841702 


Macaca 
fascicularis 


fertilin alpha-I isoform 


3136 


74 


965 


gi4107229 


Homo sapiens 


lipophilin A 


454 


100 


965 


gi4107231 


Homo sapiens 


lipophilin B 


267 


60 


965 


gii7887359 


Oryctolagus 
cuniculus 


lipophilin AL2 


248 


54 


966 


gi3335100 . 


Homo sapiens 


CD39L3 


2816 


100 


966 


gil3817037 


Homo sapiens 


E-type ATPase 


2812 


99 


966 


gi20988653 


Homo sapiens 


Similar to ectonucleoside triphosphate 
diphosphohydrolase 3 


2413 


99 


967 


gi6942096 


Mus musculus 


CBLN3 


936 


93 


967 


gil80251 


Homo sapiens 


precerebelliri 


549 


57 


967 


gi5702371 | 


Mus musculus 


precerebellin-1 


542 


56 


968 


gi!7390957 


Mus musculus 


.Similar to RIKEN cDNA 2010001E1 1 
gene 


129 


32 


968 . 


gil6410838 


Listeria 

monocytogenes 


similar to multidrug-efflux transporter 


95 


27 


968 


gi49 14624 


Listeria 

monocytogenes 


multidrug resistance transporter 


95 


27 


969 


gil7390957 


Mus musculus 


Similar to RIKEN cDNA 2010001E1 1 
gene 


191 


26 


969 


gi2828808 


Bacillus subtilis 


glucose transporter 


100 


23 


969 


gil4023148 


Mesorhizobium 
loti 


probable fosmidomycin resistance protein 


112 


25 


970 


gil3161123 


Homo sapiens 


transcript Y 10 


151 


54 


970 


gi4545317 


Acipenser 
ruthenus 


immunoglobulin light chain precursor 


160 


25 


970 


gi9937599 


Salmo trutta 


MHC class I heavy chain 


160 


31 


971 


gi4160197 


Homo sapiens 


dJ327J16.2 (supported by GENSCAN 
and GENEWISE) 


2515 


99 


971 


gi2253263 


Rattus 
norvegicus 


neuronal pentraxin receptor 


2238 


89 


971 


gil2744624 


Mus musculus 


neuronal pentraxin receptor 


2212 


88 


972 


gi4760782 


Mus musculus 


Ten-m4 


4188 


96 


972 


gi3170615 


Mus musculus 


DOC4 


4166 


96 


972 


gi5307785 


Danio rerio 


ten-m4 


3537 


78 


973 


gil4714932 


Homo sapiens 


Similar to nuclear factor (erythroid- 
derived 2)-like 1 


3770 


100 


973 


gi473090 


Mus musculus 


NFE2-related factor 1 


3644 


96 


973 


gi3978250 


Mus musculus 


Nrfl splice variant D 


3280 


96 


974 


gi7716100 


Rattus 
norvegicus 


selective LIM binding factor 


8413 


95 


974 


gil7044301 


Leishmania 
major 


possible LIM-binding factor 


2139 


36 


974 


gil0440379 


Homo sapiens 


FLJ00025 protein 


135 


25 
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975 


gi207996ol 


Mus musculus 


mucolipin-2 




79 


975 


gi20987535 


Mus musculus 


RIKEN cDNA 3300002C04 gene 


1590 


71 


975 


gil9072756 


Mus musculus 


mucolipin-3 


1 1 1£ 

1 150 


CI 

01 


976 


gi20799661 


Mus musculus 


mucolipin-2 




81 i 
OJ 


976 


gi20987535 


Mus musculus 


RIKEN cDNA 3300002C04 gene 


2391 


82 


976 


gil9072754 


Homo sapiens 


mucolipin-3 


1 CIA 

10/4 


CO 

Oy 


977 


gi403020 


Mus musculus j 


En-2/lacZ fusion protein 


988 


96 


977 


gil4193747 


Mus musculus 


zinc finger 142 


258 ! 


1A 

24 


977 


gil510147 


Homo sapiens 


similar to Human zinc finger 
protein(ZNF142) 


223 


20 


978 


gil0581238 


Halobacterium 
sp. NRC-1 


Vngl783h 


CA 

54 


AC 

4o 


978 


gi 19699294 


Arabidopsis 
thaliana 


AT3g48750/T2 1 J 1 8_20 


15 


5\) 


979 


gi7959724 


Homo sapiens 


PRO0929 


05 . 


5\) 


979 


gil3540242 


Anopheles 
stephensi 


NADH dehydrogenase subunit 5 


62 


31 


979 


gi20904847 


Methanosarcina 
mazei Goei 


: ; 

8-oxoguanine DNA glycosylase 


A.A 


4U 


980 


gi528l5l9 


Homo sapiens 


HTRA serine protease' 


Zl04 . 


i nn 


980 


gil5l3059 


Homo sapiens 


serin protease with IGF-binding motif 


•2164 


100 


980 


gil62l244 . 


Homo sapiens 


novel serine protease, PRSS 11 


1 1 CA 

2164 


100 


981 


gi7008025 


Callithrix 
jacchus 


prochymosin 


832 


68 


981 


gil 9851892 


Bos taurus 


chymosin precursor 


515 


11 


981 


gil62860 


Bos taurus 


preprochymosin b 


752 


62 


982 


gi!8461371 


Rattus 
norvegicus 


sulfatase FP 


276 


68 


982 


gi2 196 1489 


Mus musculus 


Similar to sulfatase FP 


276 


OO 


982 


gi 15430244 


Coturnix 
coturnix 


N-acetylglucosamine-6-sulfatase 


263 


68 


983 


gi3043872 


Lactococcus 
lactis 


transmembrane protein Tmp3 


cc\ 
Oy 


51 


983 


gil742888l 


Ralstonia 
solanacearum 


CONSERVED HYPO 1 HE 1 ICAL 

r\ t> /"VTTJ TXT 

rKO 1 clN 


ojl 


1A 
.54 


983 


gi433707 


Zea mays 


prolin rich protein 


05 


4o 


984 


gi6013463 


Bothrops 
jararaca 


carboxypeptidase homolog 


826 


46 


984 


gi95 58448 


Mus musculus 


carboxypeptidase R 


olZ 


43 


984 


gi74 16967 


Mus musculus 


thrombin-activatable fibrinolysis inhibitor 


on 
OLZ 


43 


985 


gi60 13463 


Bothrops 
jararaca 


carboxypeptidase homolog 


o2o 


AC 

40 






A/fnc miio/Miliie 


Col UUA.y[JCjJUUabC IV 


812 


45 


985 


gi7416967 


Mus musculus 


thrombin-activatable fibrinolysis inhibitor 


812 


45 


986 


gil 1545707 


Homo sapiens 


ISCU2 


845 


100 


986 


gi20381021 


Mus musculus 


RIKEN cDNA 2310020H20 gene 


807 


96 


986 


gil 1545705 


Homo sapiens 


ISCU1 


663 


99 


987 


gil2314022 


Homo sapiens 


dJ553F4.4 (Novel protein similar to 
Drosophila CG8055 protein) 


881 


89 


987 


gi22417143 


Homo sapiens 


CGI-301 protein 


853 


100 


987 


gil3182765 


Homo sapiens 


CDA04 


560 


60 


988 


gi52959 


Mus musculus 


precursor polypeptide (AA -26 to 108) 


146 


34 . 


988 


gil98922 


Mus musculus 


lymphocyte differentiation antigen 


145 


34 


988 


gil98926 


Mus musculus 


Ly-6A.2 alloantigen 


145 


34 
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990 


gil5990480 


Homo sapiens 


Similar to AE-binding protein 2 


1570 


100 


990 


gi4 106464 I 


Mus musculus 


AE-1 binding protein AEBP2 


1555 


98 


990 


gi21595036 


Mus musculus 


AE binding protein 2 


1555 


98 


991 


gi23903 


Homo sapiens 


63kDa protein kinase 


2897 


99 


991 


gi204058 


Rattus 
norvegicus 


extracellular signal-related kinase 3 


1499 


62 


991 


gil6306437 


Homo sapiens I 


ERK-3 


1492 


62 


992 


gil7016967 


Homo sapiens 


NUANCE 


3403 


90 


992 


gil7861384 


Homo sapiens 


nesprin-2 gamma 


3403 


90 


992 


gi21748548 


Homo sapiens 


FLJ00347 protein 


3403 


90 


993 


gi20070711 


Homo sapiens 


similar to RIKEN cDNA 2310044D20 


997 


100 


993 


gil8204756 


Mus musculus 


Similar to RIKEN cDNA 2310044D20 
gene 


626 


68 


993 


gi7304139 


Drosophila 
melanogaster 


CG12159-PA 


111 


28 


994 


gi 14278927 


Mus musculus 


gliacolin 


866 


68 


994 


gi 10566471 


Mus musculus 


Gliacolin 


866 


68 


994 


gi3747099 


Mus musculus 


Clq-related factor 


734 


67 


995 


gi20987689 


Homo sapiens . 


Similar to allantoicase 


1838 


99 


995 


gil4718648 


Homo sapiens 


allantoicase " 


1633. 


99 


995 . 


gi9255889 


Mus musculus 


allantoicase 


1476 


77 


997 


gi2522208 


Homo sapiens ' 


Ras-GRF2 


6407 


99 


997 


gi5882290 


Homo sapiens 


Ras guanine nucleotide exchange factor 2 


6401 


99 


997 


gi57665 


Rattus rattus 


P140 RAS-GRF 


4121 


65 


998 


gi22038159 


Homo sapiens 


ziziminl 


8544 


100 


998 


gil4597976 


Homo sapiens 


human'CLASP-4 


3533 


56 


998 


gi550420 


Rattus 
norvegicus 


trg 


2842 


87 


999 


gil7861850 


Drosophila 
melanogaster 


GM03763p 


334 


70 


999 


gil7862036 . 


Drosophila 
melanogaster 


LD05823p 


265 


47 


999 


gil0178624 


Mus musculus 


SETA binding protein 1; SB1 


215 


45 


1000 


. gi21 594273 


Homo sapiens 


SAC2 suppressor of actin mutations 2- 
like (yeast) 


3626 


100 


1000 


g|14041697 


Homo sapiens 


dJ1033B10.5.1 (SAC2 (suppressor of 
actin mutations 2, yeast, homolog)-like 
(ARE1), isoform 1) 


3587 


99 


1000 


gi3850063 


Rattus 
norvegicus 


ARE1 


3576 


98 


1001 


gil438534 


Rattus 
norvegicus 


rA9 


4002 


61 


1001 


gil438532 


Rattus 
norvegicus 


rAl 


430 


36 


1001 


gi9438033 


Homo sapiens 


ser/arg-rich pre-mRNA splicing factor 
SR-A1 


407 


35 


1002 


gil438534 


Rattus 
norvegicus 


rA9 


4002 


61 


1002 


gi9438033 


Homo sapiens 


ser/arg-rich pre-mRNA splicing factor 
SR-A1 


407 


35 


1002 


gil0440402 


Homo sapiens 


FU00034 protein 


407 


35 


1003 


gil675220 


Cricetulus 
griseus 


SREBP cleavage activating protein 


6200 


92 


1003 


gi20378357 


Drosophila 


ER-golgi escort protein 


810 


39 
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melanogaster 








1003 


gil0728147 


Drosophila 
melanogaster 


CG8356-PA 

f 


810 


39 ! 


1004 


gil2652851 


Homo sapiens 


potassium channel modulatory factor 


1987 


100 


1004 


gi4838557 


Mus musculus 


DEBT-91 


1453 


96 


1004 


gil6768790 


Drosophila 
melanogaster 


LD03515p 


876 


63 


1005 


gi7270532 


Arabidopsis 
thaliana 


DNA-directed RNA polymerase (EC 
2.7.7.6) II largest chain 


173 


29 


1005 


gi 16505 


Arabidopsis 
thaliana 


RNA polymerase II 


173 


29 


1005 


gil6494 


Arabidopsis 
thaliana 


DNA-directed RNA polymerase 


173 


29 


1006 


gill875318 


Mus musculus 


synaptotagmin XIII 


2004 


89 


1006 


gi21410154 


Mus musculus 


synaptotagmin 13 


2004 


89 


1006 


gill 119239 


Rattus 
norvegicus 


synaptotagmin 13 


2000 


89 


1007 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5447 


100 


1007 


gil 1342591 


Mus musculus 


RanBP7/importin 7 


5418 


99 


1007 


gil 1544639 


Homo sapiens 


importin7 


5307 


100 


1008 


gi55789J8 


Homo sapiens 


dJ475B7.2 (novel protein) 


3770 


99 


.1008 


gil 8676522 


Homo sapiens 


FU00158 protein 


1512 


100 


1008 


gi21595156 


Mus musculus 


Similar to RIKEN cDNA 5830482G23 
gene 


.1151 


71 


1009 


gi4406393 


Bos taurus 


differentiation enhancing factor 1 


4699 


95 


1009 


gi4063614 • 


Mus musculus 


ADP-ribosylation factor-directed GTPase 
activating protein isoform a 


4694 


94 | 


1009 


gi4063616 


Mus musculus 


ADP-ribosylation factor-directed GTPase 
activating protein isoform b 


3186 


79 


1010 


gil6411927 


Listeria 

monocytogenes 


lmo2439 


57 


52 


1010 


gil6415055 


Listeria innocua 


lin2533 


61 


57 


1010 


gi2983786 


Aquifex 
aeolicus 


glucose-1 -phosphate 
thymidyl yltransferase 


70 


39 


1011 


gi9280405 


Homo sapiens 


adlican 


1631 


47 


1011 


gil3872813 


Homo sapiens 


fibulin-6 


502- 


28 


1011 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


539 


27 


1012 


gi4001698 


Sus scrofa 


mat-8 


67 


30 


1012 


gi2622724 


Methanothermo 
bacter 

thermautotrophi 
cus str. Delta H 


conserved protein 


82 


29 


1012 


gi498166 


Mus musculus 


zona-pellucida-binding protein (sp38) 


85 


27 


1013 


gil7511816 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10032022 
gene 


1468 


99 


1013 


gi7211438 


Homo sapiens 


golgin-67 


100 


30 


1013 


gi6003208 


Human 

immunodeficien 
cy virus type 1 


pl7 protein 


84 


29 


1014 


gi!7511816 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10032022 
gene 


878 


100 


1014 


gi6003208 


Human 

immunodeficien 
cy virus type 1 


pl7 protein 


84 


29 
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1014 


gi21957065 


Yersinia pestis 
KIM 


uroporphyrinogen III methylase 


90 


34 


1015 


gi2246401 


Homo sapiens 


centrin 


842 


100 


1015 


gil3529248 


Homo sapiens 


centrin, EF-hand protein, 3 (CDC3 1 yeast 
homolog) 


839 


99 


1015 


gi2246424 


Mus musculus i 


centrin 


832 


98 


1016 


gil7428765 


Ralstonia 
solanacearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


530 


43 


1016 


gil5155946 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 


AGRJM725p 


379 


41 


1016 


gil5073913 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


372 


39 


1017 


gil7428765 


Ralstonia 
solanacearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


381 


43 


1017 


gil5073913 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


367 


48 


1017 


gil2543118 


Corynebacteriu 
m gjutamicum 


RXC01693 


265 


30 


1018 


gi6693701 


Homo sapiens 


melanopsin 


2234 


91 


1018 


gi21928729 


Homo sapiens 


seven transmembrane helix receptor 


2190 


99 


1018 


gi6693703 


Mus musculus 


melanopsin 


1735 


73 


1019 


gi439296 


Homo sapiens 




822 


37 


1019 


gi6572272 


Homo sapiens 


dJ756G23.1 (novel Leucine Rich Protein) 


243 


34 


1019 


gil9344010 


Homo sapiens 


insulin-like growth factor binding protein, 
acid labile subunit 


293 


29 


1020 


gil5706421 


Homo sapiens 


middle-chain acyl-CoA synthetasel 


1346 


99 


1020 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA synthetase 


1346 


99 


1020 


gi50 19275 


Bos taurus 


xenobiotic/medium-chain fatty acid:CoA 
ligase form XL-III 


1088 


78 


1021 


gi6650766 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor I 


6216 


100 


1021 


gi20386206 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor PDZ-GEF2 


5822 


98 


1021 


gil8874700 


Homo sapiens 


Rapl guanine nucleotide-exchange factor 
PDZ-GEF2B 


5803 


98 


1022 


gi20386206 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor PDZ-GEF2 


5942 


100 


1022 


gi!8874700 


Homo sapiens 


Rapl guanine nucleotide-exchange factor 
PDZ-GEF2B 


5923 


99 


1022 


gil8874698 


Homo sapiens 


Rapl guanine nucleotide-exchange factor 
PDZ-GEF2A 


5923 


99 


1023 


gil3810306 


Homo sapiens 


transmembrane protein 7 


268 


37 


1023 


gi 18250724 


Mus musculus 


transmembrane protein 7 


Z04 




1023 


gi20270907 


Oncorhynchus 
mykiss 


VHSV-induced protein-5 


243 


33 


1024 


gi21779869 


Homo sapiens 


IL-17RE 


2896 


100 


1024 


gi21779866 


Mus musculus 


IL-17RE 


1394 


74 


1024 


gi21779857 


Homo sapiens 


IL-17RC 


246 


29 


1025 


gi21779869 


Homo sapiens 


IM7RE 


2928 


100 


1025 


gi21779866 


Mus musculus 


II^17RE 


1388 


75 


1025 


gi21 779857 


Homo sapiens 


IH7RC 


246 


29 


1026 


gil4150450 


Rattus 
norvegicus 


UDP-GalNAc:polypeptide N- 
acetylgalactosaminyltransferase T9 


1352 


93 


1026 


gil6769916 


Drosophila 


SD10722p 


473 


38 
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melanogaster 








1026 


gi21627105 


Drosophila 
melanogaster 


CG30463-PA 


417 


38 


1027 


gil5217067 


Homo sapiens 


stem cell factor isoform 1 


1013 


95 


1027 


gi337934 


Homo sapiens 


stem cell factor 


1013 


95 


1027 


gjl827477 


Felis catus 


stem cell factor 


893 


84 


1028 


©1377894 


Homo sapiens 


OB-cadherin-1 


1478 


64 


1028 


gil377895 


Homo sapiens 


OB-cadherin-2 


1478 


64 


1028 


gi506404 


Homo sapiens 


cadherin-11 


1474 


63 


1029 


gil377894 


Homo sapiens 


OB-cadherin-1 


1628 


56 


1029 


gil377895 


Homo sapiens 


OB-cadherin-2 


1628 


56 


1029 


gi506404 


Homo sapiens 


cadherin-1 1 


1623 


56 


1030 


gil398903 


Mus musculus 


Ca2+ dependent activator protein for 
secretion 


6314 


90 


1030 


gi577428 


Rattus 
norvegicus 


Ca2+-dependent activator protein; 
calcium-dependent actin-binding protein 


5003 


96 


1030 


gi6980012 


Drosophila 
melanogaster 


secretion calcium-dependent activator 
protein 


3540 


60 


1031 


gi217705 


Sus scrofa 


dipeptidase precursor 


781 


51 


1031 


gi2102 . 


Susscrofa 


dipeptidase 


781 


51 


1031 


gi8248922 \ 


Homo sapiens 


renal dipeptidase; RDP 


762 


50 


1032 


gi!8073362 


Homo sapiens 


cystine/glutamate transporter 


2552 


100 


1032 


gil 1493652 


Homo sapiens 


calcium channel blocker resistance 
protein CCBR1 


2552 


100 


1032 


gi 13924720 


Homo sapiens 


cystine/glutamate transporter xCT 


2552 


100 


1033 


gil7028348 


Homo sapiens 


Similar to methylenetetrahydrofolate 
dehydrogenase (NADP+ dependent), 
methenyltetrahydrofolatecyclohydrolase, 
formyltetrahydrofolate synthetase 


3748 


100 


1033 


gi20987924 


Mus musculus 


Similar to DKPZP586G1517 protein 


3473 


92 


1033 


gi307178 


Homo sapiens 


MDMCSF (EC 1.5.1.5; EC 3.5.4.9; EC 
6.3.4.3) 


2839 


62 


1034 


gi632676 


Saccharomyces 
cerevisiae 


Ylr410wp 


598 


44 


1034 


gi4070 


Saccharomyces 
cerevisiae 


nufl 


120 


20 


1034 


gi3 12175 


Saccharomyces 
cerevisiae 


SPC110/NUF1 


120 


20 j 


1035 


gil 1066463 


Rattus 
norvegicus 


RhoGEF glutamate transport modulator 
GTRAP48 


5589 


80 


1035 


gil9387126 


Mus musculus 


guanine nucleotide exchange factor 


1794 


37 


1035 


gi71 10160 


Homo sapiens 


guanine nucleotide exchange factor 


1792 


37 


1036 


gi2921821 


Rattus 
norvegicus 


cytochrome P450 IIE1 


68 


28 


1036 


gi85 15399 


Human 
respiratory 
syncytial virus 


attachment glycoprotein G 


64 


29 


1036 


gi5901834 


Drosophila 
melanogaster 


BcDNA.GH09358 


95 


23 


1037 


gil7128288 


synthetic 
construct 


Primer 1 


1689 


100 


1037 


gi20269957 


Sus scrofa 


phospholipase C delta 4 


1469 


85 


1037 


gi21307610 


Mus musculus 


phospholipase C delta 4 


1327 


77 


1038 


gi6978948 


Homo sapiens 


vaccinia related kinase 3 


76 


24 
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1038 


gi349667 


Carnobacterium 
piscicola 


carnobacteriocin A 


60 


41 


1038 


gi406315 


Carnobacterium 
piscicola 


piscicolin 61 


60 


41 


1039 


gi4159884 


Homo sapiens 


similar to mouse olfactory receptor 13; 
similar to P34984 (PID:g464305) 


1597 


99 


1039 


gi9368991 


Homo sapiens 


dJ1005Hll.l (7 TRANSMEMBRANE 
RECEPTOR (RHODOPSIN FAMILY) 
(OLFACTORY RECEPTOR LIKE) 
PROTEIN)) 


1410 


100 


1039 


gil8480186 


Mus musculus 


olfactory receptor MOR261-6 


1323 


81 


1040 


gi311626 


Homo sapiens 


thrombospondin-4 


4787 


99 


1040 


gi3860231 


Mus musculus 


thrombospondin-4 


4557 


93 


1040 


gi929835 


Rattus 
norvegicus 


thrombospondin-4 


4547 


93 


1041 


gil4043083 


Homo sapiens 


sperm associated antigen 9 


660 


100 


1041 


gi3 116015 


Homo sapiens 


sperm specific protein 


273 


98 


1041 


gil0801148 


Mus musculus 


JNK/SAPK-associated protein 1 


98 


41 


1042 


gi21654741 


Homo sapiens 


peptide/histidine transporter 


1746 


98 


1042 


gi2208839 


Rattus 
norvegicus 


peptide/histidine transporter 


1469 


79 


1042 


gil6740719 


Mus musculus 


Similar to peptide transporter 3 


.1453 


83 


1043 


gi21392228 


Drosophila 
melanogaster 


RH61354p 


1221 


41 


1043 


gi 19353264 


Homo sapiens 


Similar to dishevelled associated activator 
of morphogenesis 2 


2224 


65 


1043 


gi2947238 


Homo sapiens 


diaphanous 1 


717 


32 


1044 


gi 15929979 


Homo sapiens 


Similar to zinc finger protein 345 


2476 


100 


1044 


gil8643896 


Homo sapiens 


zinc finger protein 


1656 


53 


1044 


gil020145 


Homo sapiens 


DNA binding protein 


1656 


53 


1045 


gil26559l3 


Homo sapiens 


sprouty-4A 


386 


98 


1045 


gi4850326 


Mus musculus 


sprouty-4 


323 


81 


1045 


gi5917720 


Mus musculus 


sprouty 4 


323 


81 


1046 


gi4539525 


Homo sapiens 


NAALADase II protein 


3881 


100 


1046 


gi3211746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypeptidase 


2824 


70 


1046 


gi2897946 


Homo sapiens 


prostate-specific membrane antigen 


2787 


69 


1047 


gi5420389 


Leishmania 
major 


proteophosphoglycan 


139 


23 


1047 


gi915207 


Sus scrofa 


gastric mucin 


123 


22 


1047 


gi!3592175 


Leishmania 
major 


PPg3 


125 


23 


1048 


gi5918167 


Homo sapiens 


plexin-Bl/SEP receptor 


2104 


54 


1048 


gi6010211 


Homo sapiens 


semaphorin receptor 


2103 


54 


1048 


gil655432 


Mus musculus 


plexin 2 


1517 


30 


1049 


gi!5990515 


Homo sapiens 


Similar to RIKEN cDNA 0610020102 
gene 


3035 


100 


1049 


gil8380977 


Mus musculus 


RIKEN cDNA 0610020102 gene 


2792 


92 


1049 


gi2384732 


Rattus 
norvegicus 


NAC-1 protein 


1269 


57 


1050 


gil5088540 


Homo sapiens 


sterolin-2 


3127 


99 1 


1050 


gil 1692802 


Homo sapiens 


ABCG8 


3123 


99 


1050 


gi 15 146444 


Homo sapiens 


sterolin-2 


3120 


99 


1051 


gil2652851 


Homo sapiens 


potassium channel modulatory factor 


1987 


100 
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1 A< 1 


gi4o38557 


Mus musculus 


DEBT-91 


1453 


96 




gi 16768790 | 


Drosophila 
melanogaster 


LD03515p 


876 


63 


1052 


gi33730 


Homo sapiens 


immunoglobulin lambda light chain 


716 


71 


1U32 


gi33395 


Homo sapiens 


lambda-chain precursor (AA -20 to 215) 


703 


70 


1 ACT 

1052 


gi33744 


Homo sapiens 


immunoglobulin lambda light chain 


697 


68 


1053 


gi21388773 


Homo sapiens 


kringle-containing protein 


1552 


100 


1 nco 

1053 


gi21623530 


Homo sapiens 


kringle-containing transmembrane protein 


1238 


99 


1053 


gi21388775 


Homo sapiens 


kringle-containing protein 


1241 


100 


1054 


gil4495324 


Homo sapiens 


CMRF35A 


421 


48 


1054 


gil 8490143 


Homo sapiens 


CMRF35 leukocyte immunoglobulin-like 
receptor 


421 


48 


1054 


gi396170 


Homo sapiens 


CMRF-35 antigen 


421 


48 


1055 


gi4468256 


Homo sapiens 


MHC class I antigen 


1974 


100 


1055 


gi32139 


Homo sapiens 


HLA-A1 IE protein precursor (AA -24 to 
341) 


1912 


97 


1055 


gi487909 


Homo sapiens 


HLA-A11 antigen Al 1.1 


1912 


97 


1056 


gi21667214 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


741 


100 


1056 


gi57732 


Rattusrattus 


potential ligand-binding protein 


215 


35 


1056 


gil 1877276 


Homo sapiens 


(U726C3.5 (ortholog of potential 
ligand binding protein RY2G5 (Rat)) 


176 


32 


1057 


gi21667214 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


2226 


99 


1057 


gi57732 


Rattus rattus 


potential ligand-binding protein 


579 


32 


1057 


gil 1877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
Iigand_binding protein RY2G5 (Rat)) 


540 


31 


1058 


gi21667214 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


1919 


99 


1058 


gi57732 


Rattusrattus 


potential ligand-binding protein 


485 


33 


1058 


gill877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
ligand binding protein RY2G5 (Rat)) 


447 


31 


1059 


gi2 1667214 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


1842 


100 


1059 


gi57732 


Rattus rattus 


jpotential ligand-binding jprotein 


485 


33 


1059 


gil 1877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
ligand binding protein RY2G5 (Rat)) 


447 


31 


1060 


gi23911 


Homo sapiens 


polypeptide 7B2 precursor 


1148 


100 


1060 


gi7718079 


Homo sapiens 


neuroendocrine protein 7B2 


1148 


100 


1060 


gil3529158 


Homo sapiens 


secretory granule, neuroendocrine protein 
1 (7B2 protein) 


1131 


99 


1061 


gil8698601 


Homo sapiens 


Smith-Magenis syndrome chromosome 
region candidate 7 protein 


2325 


100 


1061 


gil5073752 


Sinorhizobium 
meliloti 


HYPOTHETICAL TRANSMEMBRANE 
SIGNAL PEPTIDE PROTEIN 


90 


29 


1061 


gil3623063 


Streptococcus 
pyogenes Ml 
GAS 


heat shock protein - cochaperonin 


70 


32 


1062 


gi4128041 


Homo sapiens 


claudin-9 protein 


1116 


100 


1062 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 


1062 


gil4286272 


Homo sapiens 


claudin 6 


826 


71 


1063 


gi 14286258 


Homo sapiens 


ribosomal protein L29 


432 


65 


1063 


gil215742 


Homo sapiens 


HIP 


432 


65 


1063 


gi793843 


Homo sapiens 


ribosomal protein L29 


432 


65 
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1064 


gi6601555 


Rattus 
norvegicus 


glutamate receptor interacting protein 2 


3560 


86 


1064 


gi3639077 


Rattus 
norvegicus 


AMP A receptor binding protein 


2743 


88 


1064 


gil890856 


Rattus 
norvegicus 


AMPA receptor interacting protein GRIP 


1925 


59 


1065 


gi3288852 


Homo sapiens j 


disabled- 1 


2865 


99 


1065 


gil771282 


Mus musculus 


mDab555 protein 


2797 


96 


1065 


gi22095317 


Gallus gallus 


disabled- 1 


2630 


90 


1066 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


164 


86 


1066 


gi4336401 


Homo sapiens 


beta glucuronidase isoform d 


127 


72 


1066 


gi4336402 


Homo sapiens 


beta glucuronidase isoform c 


127 


72 


1067 


gil5430703 


Homo sapiens 


testis specific serine/threonine kinase 2 


1858 


99 


1067 


gi2738898 


Mus musculus 


protein kinase 


1686 


89 


1067 


gil5283993 


Homo sapiens 


testis-specific serine/threonine kinase 1 


1230 


77 


1068 


gil3543568 


Homo sapiens 


prostaglandin D2 synthase (21kD, brain) 


977 


96 


1068 


gil2963879 


Homo sapiens 


prostaglandin D synthase 


977 


96 


1068 


gil89772 


Homo sapiens 


prostaglandin D2 synthase 


977 


96 


1069 


gil3279311 


Homo sapiens 


Similar to RIKEN cDNA 1500017E18 
gene 


1416 


96 


1069 


gil4336718 


Homo sapiens 


similar to HAGH 


1157 


100 


1069 


gi20988885 


Mus musculus 


RiKEN cDNA 1500017E18 gene 


1151 


79 


1070 


gil3397835 


Homo sapiens • 


annexin A13 isoform b 


1795 


99 


1070 


gi757784 


Canis familiaris 


annexin Xlllb 


1621 


89 


1070 


gi21218387 


Oryctolagus 
cuniculus 


annexin Xlllb 


1589 


88 


1071 


gi21707908 


Homo sapiens 


solute carrier family 6 (neurotransmitter 
transporter, GABA), member 1 


3129 


98 


1071 


gi31658 


Homo sapiens 


GAB A transporter 


3114 


98 


1071 


gi204222 


Rattus 
norvegicus 


GABA transporter protein 


3097 


96 


1072 


gi71 60975 


Homo sapiens 


voltage-gated sodium channel beta-3 
subunit 


834 


100 


1072 


gi7161889 


Rattus 
norvegicus 


voltage-gated sodium channel beta-3 
subunit 


823 


98 


1072 


gil4165176 


Rattus 
norvegicus 


sodium channel beta 3 subunit 


823 


98 


1074 


gil 8676470 


Homo sapiens 


FLJ00132 protein 


2515 


99 


1074 


gi21430928 


Drosophila 
melanogaster 


SD27341p 


324 


38 


1074 


gi20197056 


Arabidopsis 
thaliana 


expressed protein 


206 


29 


1075 


gi452751 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyltransferase 


949 


54 


1075 


gi2295223 


unidentified 


GALACTOSYLTRANSFERASE- 
SIALYLTRANSFERASE HYBRID 
PROTEIN 


856 


48 


1075 


gi29434 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


856 


48 j 


1076 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 2 


2223 


100 


1076 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 1 


2002 


99 


1076 


gil5928451 


Mus musculus 


Similar to cat eye syndrome chromosome 
region, candidate 5 


1649 


76 
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1077 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 2 


1662 


96 


1077 


gil3344995 . 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 1 


1662 


96 


1077 


gi 1592845 1 


Mus musculus 


Similar to cat eye syndrome chromosome 
region, candidate 5 


1294 


75 


1078 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2714 


39 


1078 


©579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2708 


39 


1078 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2700 


39 


1 ATA 

1079 


gj671864 


Gallus gall us 


ovomacroglobulin, ovostatin 


1300 


34 


1079 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1297 


35 


1079 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


1296 


35 


1080 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


806 


32 


1080 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


769 


31 


1080 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


769 


31 


1081 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2732 


40 


1081 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2726 


40 


1081 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2718 


39 


1082 


gi579594 


Homo, sapiens 


alpha 2-macroglobulin 690-740 


1297 


35 


1082 


gil77870 


Homo sapiens 


alplm-2-macroglobulin precursor 


1296 


35 


1082 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1296 


35 


1083 


gi404389 


Mus sp. " 


carboxylesterase; Es-male 


2006 


66 


1083 


gi213101 


Anas 

platyrhynchos 


thioesterase B 


1261 


46 


1083 


gi2058318 


Homo sapiens 


carboxylesterase 


1253 


47 


1084 


gi207286 


Rattus 
norvegicus 


TGF-beta masking protein large subunit 


8731 


89 


1084 


gi3493176 


Mus musculus 


latent TGF beta binding protein 


8640 


88 


1084 


gil9909128 


Homo sapiens 


transforming growth factor-beta binding 
protein- IS 


7763 


99 


1085 


gil7985371 


Homo sapiens 


13 binding protein 


861 


100 


1085 


gi2 196 1229 


Homo sapiens 


BRI3 binding protein 


861 


100 


1085 


gil 8466808 


Homo sapiens 


cervical cancer 1 proto-oncogene-binding 
protein KG1 9 


853 


99 


1086 


gi222833 


Gallus gallus 


M-protein 


2953 


42 


1086 


gi407097 


Homo sapiens 


165kD protein 


2933 


42 


1086 


gi2950347 


Mus musculus 


M-protein 


2931 


42 


1087 


gil2655165 


Homo sapiens 


* zinc finger protein 256 


696 


65 


1087 


gi4894364 


Homo sapiens 


zinc finger protein 3 


696 


65 


1087 


gi21 327296 


Homo sapiens 


zinc finger protein 382 


495 


46 


1088 


gi2689441 


Homo sapiens 


F18547 1 


188 


37 


1088 


gil613848 


Homo sapiens 


zinc finger protein zfp6 


316 


49 


1088 


gi2 1327296 


Homo sapiens 


zinc ringer protein 382 


203 


38 | 


1089 


gil2655460 


Homo sapiens 


keratin associated protein 4. 12 


929 


75 | 


1089 


gil3278825 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10054P19 
gene 


929 


75 


1089 


gil2655464 


Homo sapiens 


keratin associated protein 4.15 


900 


83 


1090 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


403 


85 


1090 


gil3278825 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10054P19 
gene 


403 


85 


1090 


gil2655442 


Homo sapiens 


keratin associated protein 4.2 


397 


84 


1091 


gil2655464 


Homo sapiens 


keratin associated protein 4.15 


1260 


100 


1091 


gil2655452 


Homo sapiens 


keratin associated protein 4.7 


1222 


90 


1091 


gil2655460 


Homo sapiens 


keratin associated protein 4. 12 


1156 


88 



WO 2004/080148 



PCT/US2003/030720 



173 
TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 


1092 


gil5722084 


Homo sapiens 


DA304I5.1 (novel lipase) 


1991 


100 


1092 


gi21594466 


Mus musculus 


RIKEN cDNA 4632427C23 gene 


1928 


87 


1092 


gi460143 


Homo sapiens 


lysosomal acid lipase/cholesteryl ester 
hydrolase 


1290 


60 


1093 


gL21594466 


Mus musculus 


RIKEN cDNA 4632427C23 gene 


1957 


88 


1093 


©15722084 


Homo sapiens 


DA304I5.1 (novel lipase) 


1935 


100 


1093 


gi460143 


Homo sapiens 


lysosomal acid lipase/cholesteryl ester 
hydrolase 


1290 


60 


1094 


gi8118040 


Homo sapiens 


orphan G-protein coupled receptor 


1804 


99 


1094 


gi81 18052 


Mus musculus 


orphan G-protein coupled receptor 


1306 


82 


1094 


gil3 177796 


Homo sapiens 


retinoic acid induced 3 


728 


45 


1095 


gil 8 129609 


Homo sapiens 


diacylglycerol acyltransferase 2 


600 


49 


1095 


gil5099951 


Mus musculus 


diacylglycerol acyltransferase 2 


599 


49 


1095 


gil7426446 


Homo sapiens 


DA351K23.5 (novel protein) 


572 


54 


1096 


gil7225337 


Homo sapiens 


dendritic lectin 


1134 


95 


1096 


gil7224598 


Homo sapiens 


i i it i ii j * f\ ± * 

blood dendritic cell antigen 2 protein 


1134 


95 


1096 


gil7225339 


Homo sapiens 


dendritic lectin b isoform 


918 


94 


1097 


gil7225337 


Homo sapiens 


dendritic lectin' 


1182 


99 


1097 


gjl7224598 


Homo sapiens 


blood dendritic cell antigen 2 protein 


1182 


99 


1097 


gil7225339 - 


Homo sapiens 


dendritic lectin b isoform 


966 


99 ' 


1098 


gi21929119 


Homo sapiens 


seven transmembrane helix receptor 


1595 


100 | 


1098 


gil8479834 


Mus musculus 


olfactory receptor MOR144- 1 


1223 


77 


1098 


gil8480806 


Mus musculus 


olfactory receptor MOR143-1 


1163 


70 


1099 


gi59U169 


Homo sapiens . 


transmembrane mucin 12 


3049 


99 


1099 


gil9526645 


Homo sapiens 


intestinal membrane mucin MUC17 


815 


32 1 


1099 


gi5911171 


Homo sapiens 


mucin 1 1 


684 


47 


1100 


gi37198 


Homo sapiens 


TMl-CEApreprotein 


455 


34 


1100 


gil79440 


Homo sapiens 


biliary glycoprotein I precursor 


455 


34 


1100 


gi550031 


Homo sapiens 


BGPc 


455 


34 | 


1101 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


4733 


60 


1101 


gi 1504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


4733 


60 


1101 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


2013 


39 


1102 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


4458 


60 


1102 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(U11052) 


4458 


60 


1102 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


2013 


39 


1103 


gi7264653 


Mus musculus 


Kiaa0575 


2398 


61 


1103 


gil 161 1734 


Homo sapiens 


GREBla 


513 


46 


1103 


gi915208 


Sus scrofa 


gastric mucin 


128 


30 


1104 


gi202 19008 


Chlamydomona 
s reinhardtii 


coiled-coil flagellar protein 


682 


36 


1104 


gil6519041 


Drosophila 
melanogaster 


occludin-like protein 


203 


23 


1104 


gi3549261 


Dictyostelium 
discoideum 


interaptin 


175 


22 


1105 


gil2654511 


Homo sapiens 


ATP-dependant interferon response 
protein 1 


693 


96 


1105 


gil7390689 


Homo sapiens 


ATP-dependant interferon responsive 


693 


96 


1105 


gil0862826 


Homo sapiens 


ADIR1 


689 


95 


1106 


gil5215375 


Homo sapiens 


RNA binding motif protein 12 


325 


72 


1106 


gi21666372 


Homo sapiens 


swan 


325 


72 



WO 2004/080148 



PC17US2003/030720 



174 
TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 


1106 


gil9070194 


Homo sapiens 


SWAN 




11 


1107 


gil8157547 


Mus musculus 


pecanex-like 3 


Jzoz 


C\n 

yl 


1107 


gi6650377 


Mus musculus 


pecanex 1 


2530 


74 


1107 


gil5076843 


Homo sapiens 


pecanex-like protein 1 


2526 


74 


1108 


gil8157547 


Mus musculus 


pecanex-like 3 


3138 


97 


1108 


gi6650377 


Mus musculus 


pecanex 1 


2409 


73 


1108 


gil5076843 


Homo sapiens 


pecanex-like protein 1 


2405 


73 


1109 


gi7770237 


Homo sapiens 


PR02822 


233 ] 


59 


1109 


gi21595759 


Homo sapiens 


similar to HC6 


211 


71 


1109 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


209 


67 


1110 


gil8159337 


Pyrobaculum 
aerophilum 


paREP8 


77 


30 


1110 


gil658310 


Homo sapiens 


leukocyte surface protein 


97 


26 


1110 


gi7638235 


Mus musculus 


immunoglobulin heavy chain variable 
domain 


77 


25 


1111 


gi4263743 


Homo sapiens 


similar to UNC-93; similar to U89424 
(PID:g3642687) 


1575 


100 


1111 


gil2043567 ' 


Homo sapiens 


unc-93 related protein 


1571 


99 


1111 


gi!7390915 


Mus musculus ' 


Similar to unc93 (C.elegans) homolog B' 


1372 


87 


1113 


gi4153873 


Homo sapiens 


similar to wee 1 -like protein kinase; 
similar to P30291 (PID:gl351419) 


2810 


100 


1113 


gi644770 


Xenopus laevis 


WeelA kinase 


1166 


64 


1113 


gi2827996 


Xenopus laevis 


weel homolog 


1166 


64 


1114 


gi6606119 


Dothidea 
insculpta 


DNA-dependent RNA polymerase II 
RPB140 


81 


32 


1114 


gi2796053 


Mus musculus 


T cell receptor beta chain 


54 


48 


1115 


gi2037287r 


Clarkia similis 


cytosolic phosphoglucose isomerase 


56 


28 


1116 


gi21708029 


Homo sapiens 


similar to Alu subfamily SQ sequence 
contamination warning entry 


135 


70 


1116 


gil 1493409 


Homo sapiens 


PRO0898 


129 


59 


1116 


gi6650818 


Homo sapiens 


PR01992 


110 


70 


1117 


gil38l0898 


Rattus 
norvegicus 


inhibin binding protein long isoform 


310 


37 


1117 


gi2645890 


Homo sapiens 


IGSF1 


326 


40. 


1117 


gi2370143 


Homo sapiens 


immunogjobulin-like domain-containing 
1 


326 


40 


1118 


gil3810898 


Rattus 
norvegicus 


inhibin binding protein long isoform 


310 


37 


1118 


gi2645890 


Homo sapiens 


IGSF1 


312 


38 


1118 


gi2370143 


Homo sapiens 


immunoglobulin-like domain-containing 
1 


312 


38 


1119 


gi21707128 


Homo sapiens 


Ran binding protein 1 1 


5047 


99 


1119 


gi20987296 


Mus musculus 


Similar to Ran binding protein 1 1 


4898 


96 


1119 


gil7862636 


Drosophila 
melanogaster 


LD41918p 


1191 


38 


1120 


gil8652832 


Homo sapiens 


ASPP1 protein 


5703 


99 


1120 


gil6197705 


Homo sapiens 


ASPP2 protein 


1556 


42 


1120 


©1399805 


Homo sapiens 


Bbp/53BP2 


1556 


42 


1121 


gil8448478 


Aotus 
trivirgatus 


chorionic gonadotropin beta subunit 


47 


59 


1121 


gi5670272 


Human 
herpesvirus 8 


Kl glycoprotein 


67 


38 


1121 


gi9886851 


Human 
herpesvirus 8 


Kl protein 


63 


36 
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1122 


gi2598461 


Homo sapiens 


dJ408N23.1 (suppression of 
uimongeniciiy i o (colon carcinoma ) 
^nap/ v-uiicrai/iing protein^ ^rrogcsicrunc 
rpfiprvtnr flcc<v»iatpH PAS tirntmTi^ 

lvi*vpLUl aooUV/laLCU r*rO piUlvIIlJ/ 


1887 


97 


1122 


gi904032 


Homo sapiens 


p48 


1869 


96 


1122 


m21218374 




FAM10A5 


1 81 A 


Ol 

yj 


1123 


ri8927428 


T-Fntnn canipnc 


ULUIapiin 


£7< 
0/0 


i f\f\ 


1123 


ei!2619173 


T-Tpmr\ canipnc 
riuiiiu oopiCLLo 


lucidnuind limiDiiory acnviry luce protein 


0/0 


inn 
IUU 


1123 


f?ill323317 


XTUII1U CKipiCllS 


HT705r>1fi 9 /ntnrarkUn'V 

qj /ujjl/io.z ^uiorapimj 


0/0 


IUU 


1124 


gjl2034719 


Mus musculus 


ankyrin-like protein 


462 


46 


1124 


gil3469729 


Homo sapiens 


breast cancer antigen NY-BR-1 


448 


50 


1 194 


tri9161 fi^RS 

glZlOlOJOO 


Homo sapiens 


testis-specific ankyrin motif containing 
protein 


381 


47 


1195 


tril 1460790 
gll j'tOlr /Zy 


Homo sapiens 


breast cancer antigen NY-BR-1 


364 


51 


1125 


gil2034719 


Mus musculus 


ankyrin-like protein 


379 


46 


1 1 is 

1 LZj 


m91 £1 QCQQ 


Homo sapiens 


testis-specific ankyrin motif containing 
protein 


345 


49 


I 1ZO 


m*777/i1 lO 


Homo sapiens 


FRO 1722 


263 


60 


1 19£ 


rril 1viQ1/lfi1 


Homo sapiens 


PRO2550 


263 


67 . 


1 1ZO 


glo j /ZZZJJ 


Homo sapiens 


.ubiquitous TPR-motif protein Y isofprm 


249 


61 


1 197 
LI/./ 


gioyu/uyu. 


Oryza sativa • 
(japonica 

v Ul 11 V al gTO Lipj 


Similar to Oryza sativa root-specific 

KUCJ mKJN A. (Lz /ZUo) ; 


86 


35 


1127 


ot5Q024S0 


v^ci cup J u iconic 

Viprnpcvirnc 1 
nci ^jca v 11 us i 


giycoproun vj 


JO. 


A 1 

41 


1127 


£112750734 


Hnmn cnnipnc 

llUlllU oapidlo 


.u-iype voiuigc-acpenaeni caicium 
channel 


JO 


AQ 


1128 


2116878260 


nuuiu dopiciio 


oimiidr io angiuiensin Ji, type i recepxor- 
associated protein 


77 a 


1 f\f\ 
IUU 


1128 


oil 6588454 


n.UlllU baUlCllo 


AOTR A P nrnfpin 
AVJ 1 ivrVx proicm 




yj 


1128 


gi9621816 


Homo sapiens 


ATRAP 


705 


95 


1 199 


pi179R691fi 


nuniL) sapiens 


cell recognition molecule CASPR3 


1864 


98 


1129 


m 19110704 


iVlUb II1USUU1US 


ceii recognuion moiecuie v.AorK4 


1 1*7 C 

1376 


71 


1129 


gi21961652 


Mus musculus 


cell recognition protein CASPR4 


1376 


71 


1130 


gil7986216 


Homo sapiens 


cell recognition molecule CASPR3 


6812 


99 


1 LOU 




Homo sapiens 


cell recognition protein CASPR4 


4754 


70 


1 1 in 


rri71 Q£1 £^7 

giziyoiojz 


Mus musculus 


cell recognition protein CASPR4 


4724 


68 


l ID L 


rw71 ^*)Q£Q 


Mus musculus 


XI Till! Tt J 1 « 

Wilhams-Beuren syndrome critical region 
gene 17 


3100 


97 


1111 


gllUj3ojU4 


Homo sapiens 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransferase 


2020 


61 


1131 


gill 041469 


Macaca 
■fascicularis 


UDP-GalNAc: polypeptide N- 

flpptvl CTSlI aptocQ mi n \A tranoi^Aro on 
awviyigalaULUScUJlliiyiU allSlcraoc 


1913 


58 


1132 


gil3625176 


Homo sapiens 


thrombospondin 


586 


46 


1132 


gil4627121 


Homo sapiens 


dJ824F16.3 (novel protein similar to 
mouse thrombospondin type 1 domain 
protein R-spondin) 


544 


46 


1132 


gi4519541 


Mus musculus 


thrombospondin type 1 domain 


511 


43 


1133 


gj5305333 


Mus. musculus 


protein kinase Myak-S 


865 


50 


1133 


gil8314319 


Mesocricetus 
auratus 


Mx-interacting protein kinase PKM 


865 


50 


1133 


gi5815143 J 


Mus musculus 


nuclear body associated kinase 2a 


865 


50 


1134 


gil4022292 


Mesorhizobium 
loti 


cell division protein 


45 


36 
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1134 


gjl80143 


Homo sapiens 


CD53 glycoprotein 


45 


53 


1134 


gil80141 


Homo sapiens 


cell surface antigen 


45 


53 


1135 


gil4571502 


Homo sapiens 


calcium-promoted Ras inactivator 


4174 


99 


1135 


gi2822157 


Homo sapiens 


similar to GTPase-activating proteins; 
35% similar to JC5047 (PID:g2 136083) 


3961 


99 


1135 


gi41 85294 


Homo sapiens 


rasGAP-activating-like protein 


1898 


49 


1136 


gil 1527987 


Gallus gallus 


immunoglobulin-like receptor CHIR-A 


97 


30 


1136 


gi432214 


Human 

irnmunodeficien 
cy virus type 1 


envelope glycoprotein gpl20 


43 


39 


1136 


gil5026993 


Homo sapiens 


MUC5AC protein 


64 


38 


1137 


gil5128103 


Mus musculus 


nephronectin 


2971 


87 


1137 


©15430248 


Mus musculus 


nephronectin long isoform 


2640 


80 


1137 


gi 16040981 


Mus musculus 


POEM 


2374 


87 


1139 


gi7638247 


Homo sapiens 


mesenchymal stem cell protein DSCD75 


595 


100 


1139 


gil7946258 


Drosophila 
melanogaster 


RE58349p 


165 


34 


1139 


gi21464462 


Drosophila 
melanogaster 


RH58440p 


158 


36 


1140 


gi2l61949l 


Homo sapiens 


similar to expressed sequence AW049604 


235 


83 


1140 


gi65 72294 


Homo sapiens 


bA262A13.1 (novel protein) 


126 


48 


1140 


gi2l5692 


Bacteriophage 
P4 


gop protein 


87 


28 


1141 


gi2 16 19491 


Homo sapiens 


similar to expressed sequence AW049604 


454 


82 


1 1 ^ i 
1141 


gio5 72294 


Homo sapiens 


DA262A13.1 (novel protein) 


239 


48 


1141 


gi215692 


Bacteriophage 

rtA 


gop protein 


84 


33 


1142 


gi2030o274 


Homo sapiens 


testicular haploid expressed gene 


1487 


80 


1 1 /f> 

1142 


gi 10443967 


Homo sapiens 


THEG protem 


1487 


80 


1142 


gi7416134 


Homo sapiens 


testis-specmc gene 


1487 


80 


1 1 A1 

1143 


gi2 1928259 


Homo sapiens 


seven transmembrane helix receptor 


1023 


100 


1143 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


864 


84 


1143 


gi 18480744 


Mus musculus 


olfactory receptor MOR261-9 


858 


82 


1144 


gi2l 928655 


Homo sapiens 


seven transmembrane helix receptor 


1458 


93 


1144 


gi 1 8480746 


Mus musculus 


olfactory receptor MOR261-10 


1280 


79 


1144 


gi 18480744 


Mus musculus 


olfactory receptor MOR261-9 


1258 


78 


1145 


gil707674 


Streptomyces 
cinnamoneus 


elongation factor G 


52 


34 


1146 


gi 15 779092 


Homo sapiens 


Similar to syntaxin 18 


1295 


100 


1146 


gi7707424 


Homo sapiens 


syntaxin 18 


1295 


100 ! 


1146 


gil 8203931 


Mus musculus 


Similar to syntaxin 18 


873 


90 


1147 


gil4573319 


Homo sapiens 


interleukin-1 HY2 


812 


99 


1147 


gil 8025344 


Homo sapiens 


interleukin-1 receptor antagonist-like 
FIL1 theta 


809 


99 


1147 


gil9068192 


Mus musculus 


IL-1F10 


662 


82 


1148 


gi4103158 


Mus musculus 


hair keratin acidic 5; Ha5 keratin 


1116 


72 


1148 


gi3724107 


Homo sapiens 


keratin, type I 


1114 


72 


1148 


gil668744 


Homo sapiens 


HHa5 hair keratin type I intermediate 
filament 


1114 


72 


1149 


gil9353375 


Mus musculus 


RIKEN cDNA 1 1 1003 1102 gene 


1417 


84 


1149 


gi6166378 


Mus musculus 


growth suppressor 1L 


141 


30 


1149 


gil5929776 


Homo sapiens 


growth suppressor 1 


137 


41 


1150 


gil3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene 


1336 


90 
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1150 


gi!9484086 


Mus musculus 


RIKEN cDNA 5730589L02 gene 


1287 


86 


1 1SO 


gl ivyy/LO j 


nomo Sapiens 


malignant cell expression-enhanced 
gene/uimor progression-ennanceo gene 


lyl 


f T 

57 


1151 


<n"1 5410605 

&1 1 J*tl7UUJ 


LxlIllS IaDllllailS 


masticatory epithelia keratin 2p 


1 OA/I 

1ZU4 


55 


1 151 


m14SQ5m Q 


nomo Sapiens 


keratin 6 irs 


1 1 *7< 
1 1 /5 


CA 

54 


1151 


oifiAQ9n75 
giouvzu / J 


AAllC? TY11 ill 1 C 

lvius musvUius 


type II cytokeratin 


1 1 1 c 

lllo 


51 


1152 


gil 1066090 


Homo sapiens 


matrix metalloprotease MMP-27 


1382 


96 


1 1 59 


mi9fifi£ifi4 

gllZUUOjO^f 


iupaia 
belangeri 


matrix metal 1 oproteinase-27 


1 1 O 1 

1121 


80 


1152 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


663 


57 


1 1 <;i 
i ijj 


giiiuoouyu 


Homo sapiens 


matrix metalloprotease MMP-27 


1382 


96 


1153 


gi 12006364 


Tupaia 
belangeri 


matrix metalloproteinase-27 


1121 


80 


1 Kl 

1 153 


'-If 1 1 1 A(\ 

gl3511149 


Gallus gallus 


matrix metalloproteinase 


663 


57 


1154 


gi6689894 


Homo sapiens 


Suppressor of Fused 


2599 


100 


1 1 ex 

1154 


gi5739507 


Homo sapiens 


suppressor of fused 


2594 


99 


1 1 SA 

1154 


gi44o8628 


Mus musculus 


Su(fu) protein 


2541 


97 


1 Iff 

1155 


gi2 16672 12 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2600 


100 


1155 


gi20387085 


Oncorhynchus 
mykiss . 


LBP (LPS binding protein)/BPI 

(bactericidal/permeability-increasing 

protein)-! 


690 


31 


1 155 


m9niQ7fi87 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


685 


30 


1 1 5fi 
1 1 DO 


ml 1 7001 10 

gil izzyi 


Homo sapiens 


DblDzOl 5.3 (SRY (sex determining 
region Y)-box 18) 


2066 


100 


1 1 5fi 
1 1 JO 


m*19Afl7A87 
gllZV/oZOO / 


Homo sapiens 


bry-related HMG-box protein 


2066 


100 


1 1 56 

1 1 JO 


mQ OA/1 CQ-J 


Homo sapiens 


CAV1 O -~-.~4-„.*_ 

ISOX18 protein 


2066 


100 


1 1 57 
113/ 


giiiozoo^/ 


Homo sapiens 


oxidored-nitro domain-containing protein 


837 


85 


1 1 57 
1 1 J / 


gl / jUjjZZ 


Drosophila 
melanogaster 


CU13178-PA 


172 


31 


1 1 57 
1 1 j / 


cri1f>in47RR 

gl IUjuH /OO 


Mus musculus 


— — — — — — — : : 

bendless-hke ubiquitin conjugating 
enzyme 


83 


28 


1158 


gil9526647 


Homo sapiens 


oxidored-nitro domain-containing protein 


837 


85 


1 1 5R 

1 1 JO 


m71fll599 
gl /jUjjZZ 


Drosophila 
mei anogasier 


C(j13178-PA 


172 


31 


1158 


gil6304788 


Mus musculus 
— - 


bendless-like ubiquitin conjugating 
enzyme 


83 


28 


1150 


«ri 1704971 


Mus musculus 


una ngase ill-beta 


2987 


89 


1 150 

J. 1J7 


oil 704991 
gil /y*fZZj 


Mus musculus 


ujna ugase lll-aipna 


2987 


89 


1159 


gil9550955 


Homo sapiens 


ligase III, DNA, ATP-dependent 


2875 


100 


1160 


gil5667919 


Homo sapiens 


SERPINB12 


167R 
1O/0 


QQ 

yy 


1160 


gil2597188 


Homo sapiens 


squamous cell carcinoma antigen 2 


749 


48 


1160 


gil235617 


Homo sapiens 


squamous cell carcinoma antigen 


749 


48 


1161 


gil5141587 


Eulemur 
rubriventer 


olfactory receptor 


67 


34 


1161 


gi21739229 


Oryza sativa 


OSJNBa0072F16.8 


67 


43 


1161 


gi21629328 


Leishmania 
major 


L3561.8 


65 


37 


1162 


gi2589190 


Homo sapiens 


skin-specific protein 


68 


39 


1162 


gi38232 


Pan troglodytes 


immunoglobulin alpha heavy chain 


61 


39 


1162 


gil4021730 


Mesorhizobium 
loti 


c-type cytochrome biogenesis protein 


68 


31 
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1163 


gi7228149 


Mus musculus 


ATFa-associated factor 


354 


50 


1163 


gi7303705 


Drosophila 
melanogaster 


CG12340-PA 


193 


24 


1163 


gi5052666 


Drosophila 
melanogaster 


BcDNA.LD26050 


193 


24 


1164 


gi20901968 


Caenorhabditis 
elegans 


C. elegans RPL-36 protein 
(corresponding sequence F37C12.4) 


71 


34 


1165 


gi5911451 


Drosophila 
nannoptera 


cytochrome oxidase m 


43 


41 


1165 


gil3276253 


Homo sapiens 


T-cell receptor beta chain VJ region 


56 


34 


1165 


gi3928896 


Homo sapiens 


SH2 domain protein 1A isoform C 


55 


38 


1166 


gi20381326 


Homo sapiens 


Similar to caspase 8, apoptosis-related 
cysteine protease 


263 


100 


1166 


gil4211398 


Homo sapiens 


caspase-8L 


263 


100 


1166 


gil9401524 


Homo sapiens 


procaspase-8 


223 


95 


1167 


gi!0440448 


Homo sapiens 


FLJ00060 protein 


1204 


98 


1167 . 


gi3983420 


Homo sapiens 


KIR3DLl-iike natural killer cell receptor 


693 


47 


1167 


gil3560453 


Homo sapiens 


killer cell immunoglobulin-like receptor 
3DL1 


693 


47 


1168 


gil799570 


Rattus 
norvegicus 


TIP120 


4573 


99 


1168 


gi7688703 


Homo sapiens 


TIP120 protein 


4573 


99 


1168 


gi5811583 


Rattus 
norvegicus 


TIP120-family protein TIP120B 


2735 


57 


1169 


gil3016701 


Homo sapiens 


activating coreceptor NKp80 


1226 


100 


1169 


gi7 188567 


Homo sapiens 


lectin-like receptor Fl 


1226 


100 


1169 


gi22449867 


Macaca 
fascicularis 


NKp80NK receptor 


1122 


90 


1170 


gil4027275 


Mesorhizobium 
loti 


nodulation protein nodG, 3-oxoacyl-(acyl 
carrier protein) reductase 


70 


27 


1170 


gil531618 


Rhizobium sp. 
N33 


NodG 


68 


26 


1170 


gi6899062 


Ureaplasma 
urealyticum 


seryl-tRNA synthetase 


70 


31 


1171 


gi3021409 


Homo sapiens 


transducin (beta) like 1 protein 


3057 


100 


1171 


gil3161069 


Homo sapiens 


transducin beta-like 1 


2548 


91 


1171 


gil2642596 


Homo sapiens 


nuclear receptor co-repressor/HDAC3 
complex subunit TBLR1 


2431 


86 


1172 


gil362342i 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 

gene, clone MGC:13124 

IMAGE:41 10925, mRNA, complete cds. 


380 


69 


1172 


gi!2803383 


Homo sapiens 


clone MGC:2099 IMAGE:3051525, 
mRNA, complete cds. 


376 


68 


1172 


gil3111983 


Homo sapiens 


clone MGC:4221 IMAGE :295 8347, 
mRNA, complete cds. 


376 


68 


1173 


gil3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 

gene, clone MGC:13124 

IMAGE:41 10925, mRNA, complete cds. 


380 


69 


1173 


gil2803383 


Homo sapiens 


clone MGC-.2099 IMAGE: 305 1525, 
mRNA, complete cds. 


376 


68 


1173 


gil3111983 


Homo sapiens 


clone MGC:4221 IMAGE:2958347, 
mRNA, complete cds. 


376 


68 


1174 


gil3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene 


1830 


99 


1174 


gil9484086 


Mus musculus 


RIKEN cDNA 5730589L02 gene 


1802 


95 
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1174 


m 1699265 


Hntnn com one 
nuiLiu cadpiCIlb 


malignant cell expression-enhanced 
gene/tumor progression-enhanced gene 


930 


81 


1175 


m n 182755 


WfYinri con* one 
XiUlllU adpicilb 


Ox riivr 


1210 


100 


1175 


gil5929309 


Homo sapiens 


phosphotriesterase related 


1210 


100 


1 175 
i i t j 


gloo Inyy 


Mus musculus 


parathion hydrolase (phosphotriesterase)- 
related protein 


1069 


86 


1 176 




Chironomus 
tentans 


giant secretory protein 


71 


28 


1176 


oi 15410011 


Toxoplasma 
gondii 


subtilisin-like protein 


71 


34 


1176 


oil 56514 


Chironomus 
tentans 


giant secretory protein (gsp) 


66 


28 


1177 


oiS4SRQ10 


x yrococcus 
abyssi 


UT A riDT T A OCT ATTJT% miATCTXT 

rLJKvhLLA-RrLLA 1 sLu PROIEIN C 


103 


24 


1177 


oi4R7777 


Enterococcus 
hirae 


iNa+ -A 1 rase subunit r 


90 


31 


1177 


o*Q77Q8R6 


Ciona 
intestinalis 


ezrin/radixin/moesin (ERM)-like protein 


111 


27 


1178 


gi21554060 


Arabidopsis 
inaiiana 


phytocyanin 


44 


43 


1178 


gi205640 ' 


Rattus 
norvegicus 


acetylcholine receptor alpha subunit 


53 


44 


1178 


01*4078004 


IxalLUS 

n r\rvp cri n n o 


. • . . - : — 

mcotmic acetylcholine receptor alpha 4 

subunit 


53 


44 


1179 


gil8375961 


Neurpspora 

Lidbbd 


related to ARCA protein 


.53 


.44 


1179 


gi2935025 


Rhodococcus 

UpdCUS 


protocatechuate dioxygenase alpha 
subunit 


38 


38 


1179 


gil3421646 


Caulobacter 
CB15 


spoU rRNA methylase family protein 


39 


40 


1180 


si 14348558 


xiUlllU odpiCIlls 


cDNA encoding protease domain of 
endotheliase 1 


82 


38 


1180 


ml245184 


"Trunin rprtn 


7ofl1 

/.gin 


66 


33 


1180 


gi6137097 


Homo sapiens 


serine protease DESC1 


82 


38 


1181 

1 AO 1 


oi1Q578151 


urosopnua 
melanogaster 


AlZO/59p 


59 


35 


1181 


oil 6768554 

gl 1U /OOJJH 


Drosophila 
melanogaster 


uMUoOUop 


59 


35 


1101 
1101 


tri7901750 


Drosophila 
melanogaster 


CO4065-PA 


59 


35 


1182 


gil3377880 


Cricetulus 
longicaudatus 


arginine N-methyltransferase p82 isoform 


3253 


85 


1182 


gil3377882 


Cricetulus 
longicaudatus 


areinine N-methvltran^frracp n77 icnfnrm 




8*; 1 
oD 


1182 


gi21626587 


Drosophila 
melanogaster 


CG9882-PA 


1213 


36 


1183 


gjl91185 


Cricetulus 
griseus 


phosphatidylserine decarboxylase 


1130 


88 


1183 


gi5921491 


Homo sapiens 


dJ858B16.2 (phosphatidylserine 
decarboxylase (PSSC, EC 4.1.1.65)) 


1220 


96 


1183 


gil6306618 


Homo sapiens 


phosphatidylserine decarboxylase 


1220 


96 


1184 


gil 1907580 


Mus musculus 


TSC22-related inducible leucine zipper 
3c 


894 


87 


1184 


gi5231131 


Homo sapiens 


TSC-22 related protein 


460 


98 
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1184 


gi5919161 


Homo sapiens 


TSC-22-like Protein 


460 


98 


1185 


gil3874437 


Homo sapiens 


cerebral protein- 11 


1461 


68 


1185 


gil5292367 


Drosophila 
melanogaster 


LD47668p 


510 


41 


1185 


gi2443444 


Homo sapiens 


TEX28 


310 


40 


1186 


gil3543940 


Homo sapiens 


Similar to RDCEN cDNA 2610017G09 
gene 


2568 


99 


1186 


gil8204520 


Musmusculus 


RIKEN cDNA 2610017G09 gene 


2381 


91 


1186 


gil6923351 


Homo sapiens 


RbBP-35 


1434 


99 


1187 


gil8676660 


Homo sapiens 


FLJ00229 protein 


931 


91 


1187 


gi5824711 


Caenorhabditis 
elegans 


similar to 7TM chemoreceptor (srd- 
family) 


80 


20 


1187 


gi8825622 


Rattus 
norvegicus 


T cell receptor 


68 


36 


1188 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


4646 


100 


1188 


gil 1095188 


Homo sapiens 


dipeptidyl peptidase 8 


2876 


60 


1188 


gi21265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2217 


58 


1189 


git7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


4069 


100 


1189 


gil 1095188 


Homo sapiens 


dipeptidyl peptidase 8 


2454 


59 


1189 


gi21265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2455 


56 


1190 


gil7865311 ! 


Homo sapiens 


dipeptidyl peptidase-like protein 9. 


4542 


98 


1190 


gil 1095 188 


Homo sapiens 


dipeptidyl peptidase 8 


2810 


60 


1190 


gi21265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2151 


57 


1191 


gi337508 


Homo sapiens 


ribosomal protein 


554 


99 


1191 


gi57724 


Rattus rattus 


ribosomal protein S25. 


554 


99 


1191 


gil2805251 


Mus musculus 


ribosomal protein S25 


554 


99 


1192 


gi208176 


synthetic 
construct 


D2-T antigen 


61 


40 


1193 


gi7328583. 


Drosophila 
melanogaster 


mechanosensory transduction channel 
NOMPC 


851 


28 


1193 


gi7385113 


Bos taurus 


ankyrin 1 


777 


30 


1193 


gil 1065673 


Caenorhabditis 
elegans 


Y71A12B.4 


778 


28 


1194 


gi7672669 


Homo sapiens 


serine protease Htra2 


1890 


100 


1194 


gil2652695 


Homo sapiens 


HtrA-like serine protease 


1890 


100 


1194 


gi5870865 


Homo sapiens 


serine protease 


1890 


100 


1195 


gi349449 


Homo sapiens 


A3 adenosine receptor 


904 


100 


1195 


gil3559064 


Homo sapiens. 


bA552Ml 1.6 (adenosine A3 receptor) 


904 


100 


1195 


gi20988265 


Homo sapiens 


adenosine A3 receptor 


904 


100 


1196 


gi21645219 


Drosophila 
melanogaster 


CG15671-PA 


299 


37 


1196 


gi9864185 


Drosophila 
melanogaster 


Crossveinless 2 


299 


37 


1196 


gi7768636 


Xenopus laevis 


Kielin 


276 


34 


1197 


gil8480772 


Mus musculus 


olfactory receptor MOR101-2 


1415 


84 


1197 


gil8479346 


Mus musculus 


olfactory receptor MOR101-1 


1334 


82 


1197 


gi3769616 


Rattus 
norvegicus 


olfactory receptor 


973 


86 


1198 


gi498768 


Serratia 
marcescens 


Deoxyadenosyl-methyltransferase 


339 


51 


1198 


gil0799034 


Vibrio cholerae 


DNA adenine methylase 


332 


54 


1198 


gil0799036 


Yersinia 

pseudotubercul 

osis 


DNA adenine methylase 


331 


52 
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1199 


gil6974751 


Gallus gall us 


CALH 


338 


37 




glDOOlZ i 


Xenopus laevis 


/ml 1 

cpl-1 


293 


33 


1199 


gil213589 


Xenopus laevis 


Prostaglandin D Synthase 


292 


33 


iZUU 


gizz/yozuu 


inermosynecho 
coccus 

e ion gams or-i 


asparagjnyl-tRNA synthetase 


1057 


46 


1200 


gil7132791 


Nostoc sp. PCC 

719ft 


asparaginyl-tRNA synthetase 


1027 


46 


1200 


gil9713460 


Fusobacterium 

Til oofiim 

nucieaiuiii 

subsp. 

nucleatum 


Asparaginyl-tRNA synthetase 


1013 


43 


1201 


ml 8088970 


Worn ft canipnc 


Similar trt PTVPXT rTYNJA AQ11Af\fW\ A 

similar 10 jkjjvcin cdjna 4yj^4UUiil4 
gene 


1263 


99 


1201 


ei20067381 


Hrtnin cani<*nc 
JTlUliiU oaJJlCllo 


Aivivioi protein 




41 


1201 


ei2 1552774 


ivj.ua iiiuovuiub 


Aim strom syndrome 1 protein 


219 


38 


1202 


gi347134 


Unmn ctinipnc 
J71AJ111U aapiCIlo 


succinate dehydrogenase flavoprotein- 

cnhi in it 


495 


92 


1202 


gil2655061 


Homo sapiens 


succinate dehydrogenase complex, 
suounit a, uavoproiein \rp) , . 


495 




1202 


gi506338 


Homo sapiens 


flavoprotein subunit of complex II 


495 


92 


1203 


ei 18490322 


Hnmn Qanipnc 


Similar ie\ 1?T1?PM ^TYIVT A £*i1A/l A/IAiM O 

oimiiar 10 KiJSJiiN CDINA WJU4U4M1o 

nana 
gCilG • 


2241 


99 


1203 


gi21928186 


Mus miic/Miliic 


vjn-gttujnia «+, urigamma** 


1/1*71 

14/1 


ol 


1203 


gi 17946082 • 


Drosonhila 
melanogaster 


RFS4ftQfin 


005 


47 


1204 


gi9957165 


Homo <?ar>ierK 




1 TOO 

I ILL 


'i r\f\ 
100 


1204 


gi9957161 


Mus muGculiiG 


alnhaPP-l 


i nf\o 
1708 


99 


1204 


gil5082311 


Homo sapiens 


Similar tn r\n1 v/' W'^-Viin/'linrr rtrs-vtoin 1 

ui.ii nioi iu pui jr^iv^^-uinuiiig protein j 


o4U 


oo 


1205 


gil4574118 


Caenorhabditis 
elegans 


C. elegans DPY-19 protein 

fcnrTPonnnrlinor cpmipnpp 1 A\ 
^UllCopUllUlilg oClfUCIlvC r I ,L\J) 


239 


31 


1205 


gil2328595 


Heterodoxus 
macropus 


NADH dehydrogenase subunit 2 


79 


29 


1205 


ei 18378695 


Rnfn mapnlatiic 


NADH dehydrogenase subunit 2 


75 


24 


1206 


gil89760 


Homo sapiens 


pyruvate dehydrogenase beta-subunit 


1710 


96 


1206 


gil89762 


Homo sapiens 


pyruvate dehydrogenase El-beta subunit 


1710 


96 


1206 


gil90792 


Homo sapiens 


pyruvate dehydrogenase El-beta subunit 
precursor 


1710 


96 


1207 


gi688292 


Homo sapiens 


calmitine; calsequestrine 


2029 


100 


1ZU / 


mOAlC^OI 
glZOlODZl 


Mus musculus 


skeletal muscle calsequestrin 


1938 


94 


1ZU / 


gll04o4Z 


Oryctolagus 
cuniculus 


calsequestrin 


1908 


94 


1208 


gi22295775 


Thermosynecho 
coccus 

elongatus BP-1 


DCnnlacmif* Ciicyar-KitiHiTKr r\mi&ir\ c\f 
p^ii^iaouiiu ougeu-uinuiilg piUlCLIl UI 

sugar ABC transporter 


OD 


IK 


1208 


gi2622963 


Methanothermo 
bacter 

thermautotrophi 
cus str. Delta H 


conserved protein 


59 


30 


1208 


gil8377999 


Drysdalia 
coronata 


NADH dehydrogenase subunit 1 


61 


34 


1209 


gil 1034760 


Homo sapiens 


NIB AN 


3692 


99 


1209 


gil0432376 


Homo sapiens 


bG56G5.1 (novel protein) 


3334 


99 


1209 


gil 1022733 


Mus musculus 


Niban 


2320 


67 
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c 

score 


"PS — ■ 

Percentage 

identity 


1210 


gi2982508 


Homo sapiens 


TCR beta chain 


1909 


yj 


1210 


gi3002925 


Homo sapiens 


T cell receptor beta chain 


19R1 


0*3 
yj 


1210 


gi36733 


Homo sapiens 


T cell antigen receptor beta chain 


1028 


75 


1211 


gil2006041 


Homo sapiens 


AD038 


/Ol 


no 

98 


1211 


©14189960 


Homo sapiens 


PRO0764 

* IwU / Vat 


1 A 1 

141 


53 


1211 


gil9072857 


Homo sapiens 


luug d4uauiuu& i/cu cancer rciaica proiem 
LSCC-3 


ily 


60 


1213 


gi2995719 


Homo sapiens 


protocadherin 43 


4792 


100 


1213 


gi20072790 


Homo sapiens 


TirfltnPJlHVlPrin cramma cnlvPomtK/ 1 


Aim 
4/// 


99 


1213 


gi5456977 


Homo sapiens . 


nrotncflHhprin cramma C~*1 


4/ / 1 


nn ' 

99 


1214 


gi337487 


Homo sapiens 


Ro rihonurl AnnrAt^m anf <->onf-i crory ro n/QQ 
xw iiuuuuci&UplUlGUl aUlUaUUgCn llvO/oo- 

A) precursor 


1 HAH 
1/4/ 


99 


1214 


gil79882 


Homo sapiens 


calreticulin 


1/4/ 


GO 

yy 


1214 


gi22203354 


Cricetulus 
griseus 


calreticulin 


108 / 


OC 

yj 


1215 


gi200964 


Mus musculus 


serine 2 ultra high sulfur protein 


319 


52 


1215 


gi3228237 


Homo sapiens 


ultra high sulfer keratin 


981 


4y 


1215 


gi200962 


Mus musculus 


serine 1 ultra high sulfur protein 


281 


50 


1216 


gil3940422 


Macaca 
sylvanus 


ATPase subunit 8 


JO 


31 


1217 


gi5917716 


Gallus gallus 


sprouty 2 


oU 


AC 

45, 


1217 


gi 14275701 


Influenza virus 


matrix protein 2 


62 


32 


1217 


gi2738577 


Homo sapiens 




j4 


50 


1218 


gil7223709 


Homo sapiens 


selenoprotein SelM 


235 


100 


1218 


gil7223711 


Mus musculus 


ociciiuuruicin ocilvi 


188 


78 . 


1218 


gi7380925 


Bos taurus 


jru gairimct receptor ill 


73 


45 


1219 


gil5025778 


Clostridium 
acetobutylicum 


n cuicieu mernorane protein 


50 


36 


1219 


gil3752743 


Serratia 
marcescens 


TrpG 


65 


51 


1219 


gi20906991 


Methanosarcina 
mazei Goel 


Cation transporter 


62 


29 


1220 


gi535358 


Neisseria 
gonorrhoeae 




60 


50 


1220 


gi 1480793 


Neisseria 
meningitidis 


Opall 


58 


47 


1221 


gi992950 


Homo sapiens 


OPN-c 


1426 


98 


1221 


gil89151 


Homo sapiens 


nephropontin precursor 


1377 


90 


1221 


gil001963 


Homo samVns 


ubLcuponnn 


1377 


90 


1223 


gil8088363 


iixiiiiyj oaytmilo 


advanced glycosylation end product- 
ajjccmc receptor 


2004 


99 


1223 


gil841550 


Homo sapiens 


receptor for advanced glycosylation end 
products 1 


2004 


99 


1223 


gi6691626 


Homo sapiens 


advanced glycation endproducts receptor 


2004 


99 


1224 


gi3 157464 


Thermus sp. A4 


integral membrane protein 


77 


38 


1224 


gi8778370 


Arabidopsis 
thaliana 


F1504.23 


65 


37 


1224 


gil5156782 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 


AGR_C_3106p 


59 


34 


1225 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8061 


99, 


1225 


gi3869382 


Homo sapiens ! 


DNA topoisomerase II beta 


8048 


99 


1225 


gi790988 


Cricetulus 
longicaudatus 


DNA topoisomerase (ATP-hydrolysing) 


7892 


97 
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1226 


' 1 AAyl 1 O Aft 

^iiou4iJuy 


[Inin r\ c oni on C 


hp ATP 1 


3336 


98 


1226 


• i O01 Til 

gllool713 


Rattus 
norvegicus 


fattv arid trairmnrt nrotein 


3031 


87 


1226 


• i r\r\A 1 1ft*7 

gil004130/ 


Rattus sp. 


rFATP 


3031 


87 


1227 


©3309176 


Mus rausculus 


COP9 complex subunit 7b 


796 


94 


1227 


gil5215085 


Mus musculus 


r»V» AtATnAmHft<yptiif*^ dinuntt 7o 

(Arabidopsis) 


793 


93 


1227 


• i nAAACOC 

gil9909525 


Homo sapiens 


TJFPP1 0 rHprmal nanilla derived Drotein 

iwj 


467 


56 


1228 


gi6942096 


Mus musculus 


CBLN3 


938 


93 


1228 


gi 180251 


Homo sapiens 




551 


58 


1228 


#5702371 


Mus musculus 


precerebellin-1 , 


544 


57 


1229 


gil7861952 


Drosophila 
melanogaster 


t nn 1 0A7n 

LrUUl7**/P 


1384 


50 


1229 


gi6850946 


Homo sapiens 


dJ322I12.1 (novel protein similar to C. 


336 


100 


1229 


©2141 1108 


Mus musculus 


Similar to BTB domain protein BDPL 


211 


32 


1230 


gi8132557 


Drosophila. 
melanogaster 


ankyrin 2 


729 


30 


1230 


gi710551 


Mus musculus 


ankyrin 3 


734. 


29 


1230 


gU841966 


Rattus 
norvegicus 


ankyrin 


700 


30 


1231 


gi21667212 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2384 


98 


1231 


gi20387085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein)- 1 


672 


31 


1231 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactencidai/permeaDiJuy-increasiTig 
protein) like-2 


667 


30 


1232 


gi2l667212 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2389 


99 


1232 


gi20387085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
jprotein)-l 


664 


31 


1232 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


659 


30 


1233 


gi21667212 


Homo sapiens 


bactericidal/permeability-increasmg 
protein-like 2 


9 SOS 


Q9 


1233 


gi20387085 


Oncorhynchus 
mykiss 


LBP (LPS bmdmg proteui)/Djfl 
(bactencioai/permeaDi nty-increasing 
protein)- 1 






1233 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


693 


30 


1234 


gil9569876 


Dictyostelium 
discoideum 


SIMILAR TO HYPOTHETICAL 26.2 
KD PROTEIN 


247 


26 


1234 


gi2191168 


Arabidopsis 
thaliana 


contains similarity to myosin heavy chain 


187 


27 


1234 


gi603379 


Saccharomyces 
cerevisiae 


Yerl39cp 


145 


28 


1235 


gil 1493528 


Homo sapiens 


PR01953 


671 


100 


1735 


©19912632 


Eulemur 


MHC class II antigen 


56 


33 
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ID 


nil ix/ 




l/csClipUUIl 


o 


rerceniage 

iHpntitv 

lUCllUly 






n iHri vpnter 








1235 


oi 1QQ 196*10 


Piilpmnr 

macaco macaco 


\AXAC^ /*1qcc TT tkntiopfi 


j J 




1236 


gi 17065951 


Ostertagia 

oorftrra 01 

wVVl vUgl 


collagen 


70 


35 


1236 


gil58077 


Drosophila 
rohu^ta 


period protein 


69 


38 


1236 


gi497417 


Glycine max 


dehydrin-like protein 


81 


27 


19V7 




IVlliO illUoL/UlUo 


punc 


9106 


04 
y*r 


19V7 




XlUulU oaJJIClio 


llULJiYljyj 


son 


41 


1237 


pi1 1Rfi9Q41 


A/fuc Tmicf*iiliic 
iviuo lixuov/Uiuo 


UL/LVLJKJCi 


809 


41 


1238 


tri 19667401 


T-T/rmn csm'prc 
ITUIUl/ oafJlCila 




Zj*t / 


00 

yy 


1238 


gi 143 17902 


Homo sapiens 


kinetochore protein Nuf2 


2347 


99 


19^R 


gllZOO /4UJ 


Mus musculus 


INUrZiv 


1 75/1 
i /j4 


oo 


1239 


gi2494126 


Arabidopsis 
inmiand. 


Contains similarity to Chlamydia outer 
memDrane proxem ^go|Aj dj izj. 


94 


23 


191Q 


cri 1 QRR7475 


ivicuiaiiopyruo 
kandleriAV19 


Uncharactenzed protein conserved in 
archaea 


Oo 


0/1 
34 


191Q 


cri9 16461 70, 
giz 10401 /O 


L/ruorooiLun 
tepidum TLS 


ribosomal protein S20 


Of 


OO 

zy 


1240 


gi21634825 


Homo sapiens 


semaphorin 6D isoform 4 


5658 


98 


1Z4U 


mOI AOilfiOO 
glZ10j4oZ.S 


Homo sapiens 


semaphorin 6D isoform 3 


01 0£ 


yq 


1240 


gi21634827 


Homo sapiens . 


semaphorin 6D isoform 1 


3106 


99 


1241 


gi9949555 


Pseudomonas 
aeruginosa 


probable pyruvate dehydrogenase El 
component, alpha subunit 


71 


35 


10/1 1 

1Z41 


gl4o /Uo 


Mycobacterium 
tuberculosis 


fVDT?«%1 /A A 1 H A\ 

URral (AA 1 - 74) 


CO 

58 


.0*1 
37 


1241 


gi307352 


Homo sapiens 


prothymosin alpha 


54 


35 


1 0/10 

IZ4Z 


m*Qi o/cioi 


Aylella 

fastidiosa 9a5c 


3-dehydroquinate synthase 


43 


34 


10/10 

IZ4Z 


gllo/UUoUz 


Staphylococcus 
aureus subsp. 
aureus N315 


xanthine phosphoribosyltransferase 


AC 

45 


35 


1040 

1Z4Z 


rrtOI OA05.0Q 

gizizu^Dzy 


Staphylococcus 
aureus subsp. 
aureus ivi w z 


xanthine phosphoribosyltransferase 


4"} 


oc 


1243 


gi21671105 


Homo sapiens 


RAD52B 


1134 


100 


10/10 


gizuu /uyzi 


Mus musculus 


KiJsJiN CDNA z41U0UoJVlzz gene 


ooo 
oly 


/4 


1243 


gi21594785 


Homo sapiens 

; 


Similar to RIKEN cDNA 2410008M22 
gene 


572 


97 


10/M 

1Z44 


giouljiol 


Rattus 
norvegicus 


TM6P1 


1 A1 

147 


47 


10/1/1 

1Z44 


giiyj3iy44 


Mus musculus 


RIKEN cDNA 26103 18u 18 gene 


1 n 

127 


31 


1944 


cri90970Q0Q 


unuurnyncnus 
mykiss 


v no y -induced proiem-o 


115? 
1 iO 


11 


1245 


gi6013381 


Rattus 
norvegicus 


TM6P1 


272 


36 


1245 


gi21428644 


Drosophila 
melanogaster 


LP10820p 


256 


42 


1245 


gi20270909 


Oncorhynchus 
mykiss 


VHSV-induced protein-6 


190 


29 


1246 


gil 1993700 


Homo sapiens 


melastatin 2 


1194 


100 


1246 


gi3243075 


Homo sapiens 


melastatin 1 


1057 


83 


1246 


gi3047242 


Mus musculus 


melastatin 


1050 


83 


1247 


gil8044366 


Homo sapiens 


Similar to MEGF10 protein 


3468 


99 
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Dpcri*infinn 
u can ly UUU 


^ l 
score 


i ercciiiage 

iHpnHtv 


1247 


gil7386053 


Mus musculiis 

lYXliw UlUwvUlUO 


Jedi urotein 


2280 


51 


1247 


ei 18252658 


N/fllQ TnilCflllllQ 
lVXUO UlUdVUlUO 


1ph\\-T\6 rvrntpin 

<lwUl (Jw J/lVJlVlil 


9580 


<i 

■j i 


1248 


2i20987880 


A/Tuq mii^PitliiQ 

l'lUO lllUOvulUu 


Similar tft PTH-rpcnnnci vp nctp/v:arpivna 

Bl protein 


1586 


87 
o / 


1248 


m458R0R7 


Hnmn Gttm'pnc 
nuiuu aajJiciio 


PTrT-'TPCTinn ci VP Actprtcam/Ymo "R1 nrnfpin 
i iri-icopuiiM ve Ubicubdi uuilla 01 piuiciii 




09 


1248 


ei215Q5711 


Hnmft cam'pnc 


Qim i 1 ar f r» PTTJ-rpcrvmcivp r\e+p/>caiT»rtTYia 
JllUilm tU i 1 1 11 vo JJUi lol V v UolCUbalL'UIUa 

Bl orotein 


1 J*TU 


inn 


1249 


gil9913471 


Homo sapiens 


similar to dJ84N20.1.1 (novel protein, 
isoform 1^ 


1265 


99 


1249 


gil3591434 


Homo sapiens 


(1J84N20 1 2 f novel nrotein isoform 2i 


1160 


mo 


1249 


gjl3591435 


Horn ft <mnien<! 


HJR4N20 1 1 fnnvel nrfttpin icnfnrm W 

UJtrTliiU. 1. 1 ^UUVCl |J1UIGUI, lolsJLUlili 1/ 




00 


1250 


eil6605581 


HftTTift R3T>1GT19 


1-T-revl 07-1 ilfp nrntpin S 


1451 


inn 

l\J\J ! 


1250 


gi21707989 


Homo sapiens 


Similar to H-revl07-like protein 5 


1376 


96 


1250 


216048565 


l-Tftmft «;anipnQ 


rPiHnniH itiHupiKIp optip 1 ! 

1CU11V/XU 111A1UU1U1C gcuc 1 


JO J, 


*?4 ! 


1251 


ei2 1263094 


Rattus 
norvegicus 


trumHnriti 1 


1WU / 


81 ! 


1251 


si21 263092 


1T1UO lllUOwlUUO 


hrsnnHfiriTi 1 

UOlllUUllll 1 




R9 

OZ ; 


1251 


gi21908026 


Mus musculus 


proton/amino acid transporter 2 


1664 


82 


1252 


oil 4571 904 

gilt J ' »7v*t 


P off I1C 

IXaU.Ua 

norvegicus 


lysosomal amino dciu Transporter i 


lOy\J 


0/ 


1252 


ei2 19080,24 


IVlUo IHUbCUlUb 


proton/ amino acia transporter 1 


105D 


o/ 


1252 


gi21263092. . 


Mus musculus 


tramdorin 1 


1294 


66 


1951 


pi915Q5filO 


T-J rtTn r\ com one 


oimnar 10 iorKneau dox jlz 


ID 


AA 

44 


1253 


gil0580569 


Halobacterium 

bp. IN iSXs- 1 


trans lesion repair; YqjH 


69 


51 


1253 


gi557673 


Sus scrbfa 


BM88 antigen 


72 


41 


IZj't 


gi i ooy J uu 


Mus musculus 


fibroblast growth factor homologous 
iacior i 


917 


90 


1254 


gil563885 


Homo sapiens 


fibroblast growth factor homologous 
factor 1 


917 


90 


1954 


oi14H7Q51 


ixoUUS 


fibroblast growth factor homologous 

Tartar 1 R 
lauiur id 


ft 1 c 

910 


no 
98 


1255 


gil3529143 - 


Homo sapiens 


Similar to RIKEN cDNA 1700010H15 
gene 


779 


100 


1255 




-=7- 

' Csiona 

infpctinalic 
hilvo Lilians 


leucine-rich repeat dynein light chain 


TCft 


Ij 


1255 


gi2760161 


Anthocidaris 


outer arm dynein light chain 2 


656 


68 


1256 


pi 12666529 


IVlUa UlUovUlUo 


u t o-\^dx\jisnG-y , iu -uioxygenase 


Z^jO 


cn 
oU 


1256 


ei4001821 


Arnhvctmna • 
/viuujroiuilla 

tionniim 

UlUlll 


j\x eajj proiein, reimdi pigmenc 


1 1Z3 


AA 


1256 


gil 1990268 


Mus musculus 


beta,beta-carotene 1 5, 1 5 ! -di oxygenase 


1110 


42 


1257 


gil2666529 


Mus musculus 


b,b-carotene-9', 1 0*-dioxygenase 


2305 


81 


1257 


gi4001821 


Ambystoma 
tigrinum 


RPE65 protein; retinal pigment 
epithelium 65-protein 


1122 


44 


1257 


gil 1990268 


Mus musculus 


beta,beta-carotene 15,15 -dioxygenase 


1113 


42 


1258 


gil8490501 


Mus musculus 


RIKEN cDNA 2010002A20 gene 


868 


76 


1258 


gi61 


Bos taurus 


caimodulin-independent adenylate 
cyclase 


166 , 


29 


1258 


gil5559697 


Homo sapiens 


Similar to neural cell adhesion molecule 1 


165 


29 


1259 


gi21748488 


Homo sapiens 


FLJ00277 protein 


50 


52 


1259 


gi2331293 


Mus musculus 


preprocortistatin 


73 


40 


1259 


gil335910 


Rattus 
norvegicus 


preprocortistatin 


58 


36 



WO 2004/080148 PCT/US2003/030720 



186 
TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


o 
O 

score 


Percentage 
identity 


1260 


gil 079734 


Mus musculus 


citron 


1 OQ1 

izy i 


OA i 


1260 


_ • m r f\r\e f\t\ 

©3599509 


Mus musculus 


rho/rac- interacting citron kinase 


l/oO 


y4 


1260 


• r\t-i a rn Af\ 

gj2745840 


Rattus 
norvegicus 


postsynaptic density protein; citron 


lzoz 


Q1 


1261 


• 1 jlni f AAA 

gi 147 15029 


Mus musculus 


serine (or cysteine) proteinase inhibitor, 
claae c (nexm, plasminogen acuvaior 
lnniDiior type i ) 3 memoer z 


A(Y7 
4U/ 


oy 


IZol 




— 

Mus musculus 


protease-nexin 1 




%R 

JO 


1261 


gi412157 


Homo sapiens 


glia-derived neurite-promoting factor 

/fI/4\JDT7\ 
^ijuiNrr } 


397 


38 


lzoz 


gl4Jz3Dol 


— ; — ■ 

Homo sapiens 


senescence-associated epithelial 
memorane proiem 


00% 

ZZJ 


07 

y i 


izoz 


glljZ140/o 


— : 

Homo sapiens 


ciauuin i 


00% 


07 
y 1 


lzoZ 


gl/JOlUoJ 


Homo sapiens 


claudin- 1 


00% 


07 
y i 


1ZOJ 


glZ 10.3444 J 


Homo sapiens 


\j i r-Dinaing protein o<ua i 


44Q 


j i 


i7£i 

I ZOO 


gll J34Z00J 


lVius muscuius 




446 


54 


1263 


gi8926205 


Homo sapiens 


SARI 


445 


54 


1Z04 


-ill CCO^A 

glllODoz04 


Homo sapiens 


spningosme- i-pnospnaxase 


\yy i 


%l 


lzo4 


m'n/i/moQ 
giij44/iyy 


Homo sapiens 


sphingosine- 1 -phosphate phosphatase 




%1 


1264 


gi9623190 


Mus musculus 


sphingosine- 1-phosphate 
phosphohydrolase 


691 | 


38 


1 O/C* 
lZOD 


gil4 


Bos taurus 


DOWLl.l 




17 
j i 


IZOJ 


glDlU/y4D 


Homo sapiens 






40 


1265 


gi312142 


Homo sapiens 


M130 antigen 


1093 


40 . 


i ncc 


gu4 


Bos taurus 


BOWUl.l 


1UZO 


%i . 


1266 


gi5107945 


Homo sapiens 


CD163 


1093 


•40 


1266 


gi312142 


Homo sapiens 


M130 antigen. 


1093 


40 


1267 


gil8873700 


Necator 
americanus 


NADH dehydrogenase subunit 2 


69 


32 


1267 


gi20338417 


Gallus gallus 


potassium channel subunit 


57 


31 


1267 


gi396416 


Escherichia coli 


similar to Neurospora crassa phosphate- 
repressible phosphate permease 


72 


42 


1268 


gi2161949l 


Homo sapiens 


similar to expressed sequence AW049604 


778 


1 A rt 
100 


1268 


gi6572294 


Homo sapiens 


bA262A13.1 (novel protein) 


251 


ACS. 

49 


1268 


gil61662 


Tribolium 
castaneum 


zinc finger protein 


60 


26 


1269 


gi21591552 


Haemophilus 
influenzae 
biotype 
aegyptius 


cell filamentation-like protein 


55 


31 ! 


1269 


gil762771 


Pleurodeles 
waltl 


homeodomain-containing protein 


66 


35 


1269 


gUiOzozji 


Drosophila 
melanogaster 


OrllJJZ/p 




41 


1270 


gil8033185 


Danio rerio 


UNC45-related protein 


3103 


73 


1270 


gil2248757 


Homo sapiens 


SMAP-1 


2393 


57 


1270 


gil2248771 


Homo sapiens 


SMAP-lb 


2393 


57 


1271 


gi21064657 


Drosophila 
melanogaster 


RH01479p 


185 


39 


1271 


gi7304173 


Drosophila 
melanogaster 


CG1577-PA 


185 


39 


1271 


gi20150011 


Pseudomonas 
fluorescens 


MmpIV 


89 


36 


1272 


gi9366656 


Trypanosoma 


probable similar to ring-h2 finger protein 


76 


55 
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brucei 


rhala. 






1272 


gi6714271 


Arabidopsis 
thaliana 


F6N18.7 


59 


36 


1272 


gil0440424 


Homo sapiens 


FLJ00047 protein 


74 


50 


1273 


gil5823642 


Homo sapiens 


ALS2CR7 


2038 


100 


1273 


gi2645810 


Mus musculus 


Pflaire-1 


1195 


68 


1273 


gL2392814 


Mus musculus 


PFTAIRE kinase 


1190 


67 


1274 


gi2407911 


Homo sapiens 


differentially expressed in Fanconi 
anemia 


714 


96 


1274 


gi21595389 


Homo sapiens 


similar to FYVE finger-containing 
phosphoinositide kinase (1- 
phosphatidylinositol-4-phosphate kinase) 
(PIP5K) (PtdIns(4)P-5-kinase) (p235) 


89 


27 


1274 


gi330134 


human 
herpesvirus 1 


latency-related protein 1 


87 


46 


1275 


gi21908028 


Homo sapiens 


a disintegrin and metalloprotease domain 
33 


4205 


97 


1275 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


4204 


97 


1275 


gil3 157560 


Homo sapiens 


dJ964F7.1 (novel disintegrin and 
reprolysin metalloproteinase family 
protein) 


3916 


97 


.1276 


gi530876 


Chlamydomona 
s reinhardtii 


amino acid feature: Rod protein domain, 
aa 266 .. 468; amino acid feature: 
globular protein domain, aa 32 265 


138 


35 


1276 


gil41852 


Actinomyces 
viscosus 


sialidase 


137 


30 


1276 


gil3926258 


Arabidopsis 
thaliana 


AT5gl0430/F12B17_220 


110 


34 


1277 


gil5291913 


Drosophila 
melanogaster 


LD31582p 


201 


36 


1277 


gil6648042 


Drosophila 
melanogaster 


GH07105p 


131 


39 


1277 


gil64l61li 


Neurospora 
crassa 


related to suppressor protein SPT23 


129 


43 


1278 


gi544755 


Oryctolagus 
cuniculus 


aminopeptidase N; APN 


1016 


38 


1278 


gi525287 


Sus scrofa 


aminopeptidase N. 


1012 


39 


1278 


gi205109 


Rattus 
norvegicus 


kidney Zn-peptidase precursor 


1004 


39 


1279 


gil3559063 


Homo sapiens 


bA552Ml 1.5 (novel protein) 


747 


100 


1279 


gi9963863 


Homo sapiens 


AD026 


738 


98 


1279 


gil9263987 


Homo sapiens 


similar to CMRF35 ANTIGEN 
PRECURSOR 


131 


32 


1280 


gi2773306 


Equus caballus 


type II collagen 


69 


1 1 
31 


1280 


gi3687594 


Canis familiaris 


type IIB procollagen 


69 


31 


1280 


gi8918871 


YccAof 
plasmid Collb- 
P9][PlasmidF 


96 pet identical to gp:AB021078_30 


64 


26 


1281 


gi9927307 


Mus musculus 


junctophilin type 3 


59 


42 


1281 


gi5881591 


Gallus gallus 


homeodomain protein 


78 


38 


1281 


gil 1095167 


Bacteriophage 
AR1 


gp38 


76 


34 


1282 


gil3938232 


Homo sapiens 


Similar to RIKEN cDNA 2610005H1 1 
gene 


78 


32 


1282 


gil3883774 


Mycobacterium 


NAD-dependent epimerase/dehydratase 


83 


31 
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tuberculosis 
CDC1551 


family protein 






1282 


gi5881591 


Gallus gallus 


homeodomain protein 


78 


38 


1283 


gil3938232 


Homo sapiens 


Similar to RIKEN cDNA 2610005H1 1 
gene 


78 j 


32 


1283 


gil3883774 


Mycobacterium 

tuberculosis 

CDC1551 


NAD-dependent epimerase/dehydratase 
family protein 


83 


31 


1283 


gi5881591 


Gallus gallus 


homeodomain protein 


78 


38 


1284 


gil5779156 


Homo sapiens 


Similar to RIKEN cDNA 1810073N04 
gene 


4057 


100 


1284 


gil3097045 


Mus musculus 


Similar to RIKEN cDNA 1810073N04 
gene 


1727 


91 


1284 


gil8447388 


Drosophila 
melanogaster 


RE05944p 


716 


32 


1285 


gi21 626874 


Drosophila 
melanogaster 


CG9410-PB 


354 


46 


1285 


gi7302281 


Drosophila 
melanogaster 


CG9410-PA 


354 


46 


1285 


gi21 166086 


Dictyostelium 
discoideum 


. — — 

Nucleoside diphosphate kinase 

0 


1 AA 
104 


1C\ 


1286 


gi20977688 


Xenopus laevis 


tumorhead 


1 AA 


11 


1286 


gi!9070822 


Mus musculus 


Myb protein P42POP 


132 


29 


1286 


gi9652255 


Ovisaries 


DNA binding protein pur-alpha . 


76 


20 


1287 


gi 1006932 


Visna virus 


envelope polyprotein 


61 


48 


1287 


gi6469042 


Mus musculus 


CI 84M protein. 


73 


28 


1287 


gi20988388 


Mus musculus 


Similar to mammary tumor virus receptor 
2 


73 


28 


1288 


gil2309630 


Homo sapiens 


bA438B23.1 (neuronal leucine-rich 
repeat protein) 


319 


31 


1288 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


322 . 


31 


1288 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


322 


31 


1289 


gil6769274 


Drosophila 
melanogaster 


LD22423p 


222 


24 


1289 


gil 8700635 


Homo sapiens 


importin 4 


113 


23 


1289 


gil3277562 


Homo sapiens 


Similar to RIKEN cDNA 8430408015 
gene 


113 


23 


1290 


gi21391486 


Mus musculus 


leucine-rich repeat domain-containing 
protein 


430 


43 


1290 


gi21623740 


Rattus 
norvegicus 


Leucine-rich repeat-containing protein 3 


425 


A 1 

43 


1290 


gi21391484 


Homo sapiens 


leucine-rich repeat domain-containing 
proicui 


392 


1Q 


1291 


gi21624340 


Homo sapiens 


ceramide kinase 


1611 


100 


1291 


gi21624342 


Mus musculus 


ceramide kinases 


1374 


86 


1291 


gil6768660 


Drosophila 
melanogaster 


HL01538p 


292 


41 


1292 


gi50369 


Mus musculus 


precursor protein (AA -34 to 244) 


204 


32 


1292 


gi312590 


Mus musculus 


biliary glycoprotein 


204 


32 


1292 


gi3549152 


Homo sapiens 


R29124 1 


187 


32 


1293 


gi50369 


Mus musculus 


precursor protein (AA -34 to 244) 


204 


32 


1293 


gi312590 


Mus musculus 


biliary glycoprotein 


204 


32 


1293 


gi3549152 


Homo sapiens 


R29124 1 


187 


32 


1294 


gi21411450 


Mus musculus 


similar to FU00179 protein 


1159 


91 
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1294 


gil 8676564 


Homo sapiens 


FU00179 protein 


993 


99 


1294 


©17945392 


Drosophila 
melanogaster 


nTJ1 HA M- 

KJbl7452p 


*tOO 




1295 


gi7708438 


Homo sapiens 


dJooDAlu.l ^similar to cereuemn 
precursor) 


m?n 


ion 


1295 


gl5702371 


— 

Mus musculus 


precereDeum- i 


699 


70 


1295 


gllo0251 


Homo sapiens 


precereDeuin 




74 


1296 


gi39Q1028 


Homo sapiens 


neurotensin receptor 2 


1416 


100 


1296 


gil483580 


Rattus 
norvegicus 


n l kz receptor 


1 U ID 


76 


1296 


gll 7646096 


Mus musculus 


tow amnity neurotensin rcvcpiur 


1071 


77 


i ono 

1298 


gl66245S3 


Homo sapiens 


QJOioz.i ^ouiious pempnigoiu anugcn i 

(TX()nA(Mrn\ icnfnrm X\ 
\^,j\J/X, i f\jRlJJ lbUlUIIIl J J 


1342 
5 


100 


1298 


gi403124 


Homo sapiens 


bullous pemphigoid antigen 


9121 


92 


1298 


gil5077861 


Mus musculus 


bullous pemphigoid antigen 1-e 


6449 


67 


1299 


glZl 141 /0 


Homo sapiens 


py / nomoiogous protein 


100 


23 


1299 


gll2654337 


Homo sapiens 


cranioiaciai ueveiopincni proicin i 




23 


1299 


gi3341899 


Homo sapiens 


BCNT 


100 


23 


1300 


gi6572294 


Homo sapiens' 


oAloiA iiA (novel protein ) 


4QQ 


ion 


1300 


gi21619491 


Homo sapiens 


' similar to expressed sequence AW049604 


960 


49 - ' 


1300 


gi2460196 


Monodelphis 
domestica 


immunoglobulin ign(&j vanaoie aomam 


65 


17 


1301 


gil8676652 


Homo sapiens 


FU00225 protein . 


779 


100 


1301 


gi2632952 


Bacillus subtilis 


yeDU 


66 

DO 




1301 


gi20749947 


Drosophila 
virilis 


fruitless class I male isoform 


50 


40 


1302 


gi 18676652 ■ 


Homo sapiens 


rJ-JUUzZD protein 




07 


1302 


gi2632952 


Bacillus subtilis 


yebD 


59 


48 


1303 


gi342299 


Macaca 
fascicularis 


preprosomatostatin 




mn 


1303 


gi338288 


Homo sapiens 


preprosomatostatin I 


226 


100 


1303 


gi21619l56 


Homo sapiens 


somatostatin 




1 AA 
1UU 


1304 


gil4249944 


Homo sapiens 


Similar to bromodomain-containing 4 


1 AO 


^A 


1304 


gi2865615 


Leishmania 
peruviana 


acidic ribosomal protein PI 


93 


36 - 


1304 


gi343452 


Tarsius 
bancanus 


involucrin 


114 


24 


1305 


gi219894 


Homo sapiens 


80K-L protein 


124 


26 


1305 


gil87387 


Homo sapiens 


myristoylated alanine-rich C-kinase 
substrate 


122 


26 


1305 


gil3562004 


Nephila 

madagascariens 

is 


major ampullate spidroin 2-like protein 


140 


33 


1306 


gi21744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


1548 


48 


1306 


gi7529597 


Homo sapiens 


dJ402N21.2 (novel protein with MAM 
domain) 


657 


53 


1306 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


591 


52 


1307 


gi4455102 


Brassica rapa 


pollen-specific protein BAN 102 


72 


44 


1307 


gi4096227 


Oryctolagus 
cuniculus 


Ig heavy chain 


68 


31 


1307 


gil7017359 


Talaromyces 
emersonii 


60S ribosomal protein L2 


60 


43 


1308 


gil7429038 


Ralstonia 


PROBABLE ACYL-COA 


1166 


56 
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solanacearum 


DEHYDROGENASE 
OXIDOREDUCTASE PROTEIN 






1308 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


1121 


57 


1308 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


1 ACQ 

1058 


54 


1309 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE PRO 1 EIN 


1 1 

lloo 


s£ 
jd 


1309 


gj9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


1101 

1X21 


<7 
J / 


1309 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


1058 


54 


1310 


©19070124 


Mus musculus 


— : 7r. : 

zinc transporter-like 3 protein 


1UO / 


CK 


1310 


gi20563194 


Mus musculus 


zinc transporter 6 


1075 


94 


1310 


gi9803033 


Caenorhabditis 
elegans 


C. elegans TOC-1 protein (corresponding 
sequence ZC395.3) 


77Q 

z/y 


ir 

JO 


1311 


gi854065 


Human 
herpesvirus 6 


U88 


zou 




1311 


gi21928439 


Homo sapiens 


seven transmembrane helix receptor 


1 HA 
1 /4 


zy 


1311 


gil8893248 


Pyrococcus 
furiosus DSM 
3638 


smc-like 

— — — : — — — — — 


1 77 
ill 


9A 
Z*f 


1312 


• mr\e nil 

gi5295832 


Homo sapiens 


dJ2101 8.2 (protein similar to collagen) 


1 14? 


inn 


1312 


gi6526769 


Homo sapiens 


HRIHFB2003 


1055 


97 


1312 


gi7291408 


Drosophila 
melanogaster 


CGH206-PA 


71C 

lio 


A1 
41 


1313 


gil9263985 


Homo sapiens 


Similar to KlKiiN cuna louuui/iiuy 
gene 


1 jOj 


OQ 


1313 


gil9528309 


Drosophila 
melanogaster 


t nftoi 1 A—. 

LD023 lup 


3 / j 




1313 


gj7 106870 


Homo sapiens 




997 


in 


1314 


gi22090626 


Homo sapiens 


HECT domain protein LASU1 


1169 


99 


1314 


gi6841194 


Homo sapiens 


rlbr 11 


Q66S 




1314 


gj20151907 


Drosophila 
melanogaster 


SD03277p 


1 813 
loo J 


7^ 


1315 


gi21 542541 


Homo sapiens 


Ctmilnr +/i UTD A D -r»fi-vf tain 

similar to n i rAr protein 


/uu 


100 


1315 


gi 13 182757 


Homo sapiens 


TJTD A D 

rilrAr 


471 


inn 


1315 


gi 14020949 


Arabidopsis 
thaliana 


phosphatidic acid phosphatase 


317 


50 


in « 

l J 10 


<ri91 




Similar to HTPAP orotein 

Ljiiiiiiai i\j mi ru i^&viLwiu 


1204 


99 


1316 


gi!3182757 


Homo sapiens 


HTPAP 


915 


100 


1316 


gil4020949 


Arabidopsis 
thaliana 


phosphatidic acid phosphatase 


460 


41 


1317 


gil80164 


Homo sapiens 


CD7 antigen protein 


1135 


93 


1317 


gi732757 


Homo sapiens 


CD7 antigen 


1135 


93 


1317 


gil4424540 


Homo sapiens 


CD7 antigen (p41) 


1135 


93 


1319 


gil6416764 


Homo sapiens 


FKSG16 


2369 


99 ~h 


1319 


gil3905212 


Mus musculus 


RIKEN cDNA 1200006F02 gene 


1833 


75 


1319 


gil4715055 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10002C08 

s ene 


418 


32 


1320 


gi!6416764 


Homo sapiens 


FKSG16 


323 


98 
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identity 


1 

1320 




Mus musculus 


isXrJiiN CJJXNA i2UUUUoruz gene 


757 


77 


1 nft 
1320 


mI1 f ftCC 

gll4715035 


Homo sapiens 


O' M._ + _ DTVT3XT «nMA 111 Afifl^fYlR 

oimiiar to kjjvdjn cl/ina i i luuuzv^uo 
gene 


07 
y / 


XK 
jj 


1321 


gil0834558 


Rattus 
norvegicus 


proline arginine-rich end leucine-rich 
repeat protein 


392 


32 


1321 


gl2l0lo4/3 


Homo sapiens 


proline argimne-ncn cnci leuuinc-ricn 
repeal proiein i 


IRQ 
joy 


Dim 


1321 


gil 145773 


Homo sapiens 


prolargin 


389 


32 


1322 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like lectin 5 


1473 


84 | 


1322 


~:i>t 1 1 An*z 
gl24Il4/j 


Homo sapiens 


Ud binding protera-z 


1 Al'X 


OA 

o*f 


1322 


glj/DyiOo 


Homo sapiens 


sialic acid binding Ig-like lectin-5; si glee- 

r 
D 


1/171 


OA 


1323 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like lectin 5 


1375 


87 


1323 


~1/1 1 1 A*7C 

gi24 11475 


Homo sapiens 


OB binding protein-2 


1 1K 


R7 I 


1323 


gi5759106 


Homo sapiens 


sialic acid binding Ig-like lectin-5; siglec- 
5 


Id ij 


87 


1324 


«;iftftOTJCft 
gi209o7759 


Homo sapiens 


oimiiar to aljam i a-UKe i 


RR£ 
ooO 


QQ 

yy 


1324 


gil509992l 


Homo sapiens 


ADAM-TS related protein 1 


874 


98 


1324 


gil3l83078 


Homo sapiens 


a disintegrin-like and metalloprotease 
domain with thrombospondin type I 
motifs-like 3 


603 


73 


1326 


gi7579l5 


Homo sapiens 


apoCII protein 


42/ 


CO 

oy 


1326 


gil78836 


Homo sapiens 


apolipoprotein C-II 


427 


89 


1326 


gi342077 


Macaca 
fascicularis 


apolipoprotein C-II 


371 


78 


1327 


gi21619424 


Homo sapiens 


Similar to LOC150580 


Ann 
477 


10U ! 


1327 


gi 12656449 


Plasmodium 
falciparum 


erythrocyte membrane protein 1 


63 


25 


1327 


gil5384029 


uncultured 

crenarchaeote 

74A4 


extracellular protein 

; . 


CA 

64 


i i 
31 


1329 


gi 16033597 


Homo sapiens 


SH2 domain-containing phosphatase 
anchor protein 2d 


1 ftfti 
1003 


AA 


1329 


gil6033591 


Homo sapiens 


SH2 domain-containing phosphatase 
anchor protein 2b 


Q01 

yyi 


OQ 

yy 


1329 


gi 18092655 


Homo sapiens 


immunoglobulin superfamily receptor 
translocation associated protein 3 


985 


Aft 

yy 


1330 


gi4877582 


Homo sapiens 


lipoma HMGIC fusion partner 


/Zo 


CI 


1330 


gil4272235 


Homo sapiens 


bA183L8.1 (lipoma HMGIC fusion 
partner) 


A AG 

445 


01 


1330 


gil5292437 


Drosophila 
melanogaster 


LP10272p 


187 


25 


1331 


gil74264l8 


Mus musculus 


calmodulin-related protein 


TOO 

7oo 


1 aa 
1UU 


i ii 1 
1331 


gllZUoUozD 


Homo sapiens 


serologically defined breast cancer 
antigen NY-BR-20 


oiu 


77 


1331 


gi5932428 


Myxine 
glutinosa 


calmodulin 


316 


44 


1332 


gil7862436 


Drosophila 
melanogaster 


LD27564p 


152 


26 


1332 


gil33H009 


Homo sapiens 


NYD-SP16 


78 


26 


1333 


gil327925i 


Homo sapiens 


Similar to wingless-related MMTV 
integration site 6 


2000 


100 


1333 


gill693044 


Homo sapiens 


WNT6 precursor 


2000 


100 


1333 


gil4l33265 


Homo sapiens 


WNT6 


2000 


100 


1334 


gi20l356ll 


Homo sapiens 


zinc transporter ZnT-5 


463 


94 
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c 
o 

score 


Percentage 

lucuuiy 


1334 


gi 19744304 i 


Homo sapiens 


zinc transporter 5 


463 


94 


1 11A 

1334 


gjiy /443UO 


Mus musculus 


zinc transporter 5 


ASH 


OJ 


liJj 


gllo4oU366 


Mus musculus 


oiiactory receptor muki4d-i 


J LsJ 


/4 


1335 


gi21928214 


Homo sapiens 


seven transmembrane helix receptor 


301 


77 


1335 


• *\ a A T"l 1 A 

gi2447219 


Homo sapiens 


f\T T?A 

OLF4 


2iO 


*71 

71 


1336 


gi20988856 


Homo sapiens 


protein inhibitor of activated STAT3 


32/7 


1 AA 
100 


1336 


gi4996563 


Homo sapiens 


protem inhibitor of activated STA 1 3 


3277 


1 AA 
100 


1336 


gi!7149822 


Rattus 
norvegicus 


potassium channel regulatory protein 
KChAP 


3211 


A^ 

96 


1337 


©4469173 


Gallus gall us 


delta-9 desaturase 


1 1 An 
114y 


*71 
/l 


1337 


gil9908266 


Chanos chanos 


stearoyl-CoA desaturase 


1140 


65 


1337 


gi5738564 • 


Ctenopharyngo 
don idella 


delta-9-desaturase 


1132 


70 


1338 


gil4030861 


Homo sapiens 


paraneoplastic neuronal antigen MAI 


1830 


99 


1338 


gil8478557 


Rattus 
norvegicus 


paraneoplastic onconeuronal protein MAI 


1752 


93 


1338 


gil5929183 


Homo sapiens 


modulator of apoptosis 1 


AAA 

990 


56 


1339 


gi5452942 


Mus musculus 


glucosidase II beta-subunit 


134 


56 


1339 


©163157 


Bos taurus 


high-mobility-group protein 


120 


43 


1339 


gil5076513 


Mus musculus j 


22 kDa neuronal tissue-ennched acidic 
protein 


131 


26 


1341 


gill 177514 


Homo sapiens 


tandem pore domain potassium channel 

T»T TTV 

TH1K-2 


2234 


100 


1 O A 1 

1341 


•ill T7C 1 A 

gill 177510 


Rattus 
norvegicus 


tandem pore domain potassium channel 
THIK-2 


22 ID 


AO 

98 


1 1 A 1 

1341 


gll3215363 


Homo sapiens. 


potassium channel, subfamily K, member 
13 


11 AC 

1340 


OJ 


1342 


gll4336/16 


Homo sapiens 


sumlar to rJoanOUU3337 


1216 


1 AA 
lUU 


1342 


gl20987336 


Mus musculus 


T)TLT?\T „TYKT A A AO A A 1 1 nn > ~ 

R1KEN cDNA A930016P21 gene 


427 


jU 


1342 


gll9886829 


Methanopyrus 
Kanaien av iy 


S AM-dependent methyltransferase 


1 A/I 

104 


O 1 

31 


1343 


gil9570398 


Homo sapiens 


hDDM36 


1138 


43 


1 "5 A *5 

1343 


gill 862939 


Mus musculus 


DDM36 


1 134 


43 


1343 


gill 862941 


Mus musculus 


DDM36E 


1125 


43 


1344 


gi2 1744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


4898 


98 ! 


1344 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


1548 


99 


1344. 


gi7529597 


Homo sapiens 


dJ402N21.2 (novel protein with MAM 
domain) 


1321 


94 


1345 


gi 12276 198 


Homo sapiens 


FKSG40 


1020 


100 


1345 


gil2408250 


Homo sapiens 


FKSG28 


1020 


100 


1345 


gil8652934 


Xenopus laevis 


Mig30 


649 


49 


MAC 

1346 


gl 1 6769552 


Drosophila 
melanogaster 


LD38375p 


1 1CA 

1354 


A 1 

41 


1346 


gi7523707 


Arabidopsis 
thaliana 


Putative membrane protein 


1105 


39 


1346 


gil632829 


Plasmodium 
falciparum 


AARP2 protein 


467 


36 


1347 


gi20987450 


Homo sapiens 


LOC146433 


1162 


95 


1347 


gi3093373 


Mus musculus 


small proline-rich protein 21 


64 


39 


1347 


gi9l2799 


Homo sapiens 


type I hair keratin 


63 


33 


1348 


gil016012 


Rattus 
norvegicus 


neural cell adhesion protein BIG-2 
precursor 


5093 


93 


1348 


gil9913548 


Homo sapiens 


similar to axonal-associated cell adhesion 


3630 


99 
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molecule 






1348 


gi200057 


Mus musculus 


neuronal glycoprotein 


3630 


64 


1349 


gil5292437 


Drosophila 
melanogaster 


LPl0272p 


441 


39 


1349 


gi4877582 


Homo sapiens 


lipoma HMGIC fusion partner 


221 


28 


1349 


gj 16648454 


Drosophila 
melanogaster 


SD01285p 


162 


24 


1350 


gil3097705 


Homo sapiens 


serine (or cysteine) proteinase inhibitor, 
clade A (alpha- 1 antiproteinase, 
antitrypsin), member 3 


1925 


97 


1350 


gi 1340142 


Homo sapiens 


alphal-antichymotrypsin 


1 ni i 

1921 


97 


1350 


gi4165890 


Homo sapiens 


alpha- 1-antichymotrypsin precursor 


1850 


97 


1351 


Of 

gi21618556 


Homo sapiens 


trophinin associated protein (tastin) 


3134 


84 


1351 


gi905356 


Homo sapiens 


tastin 


3129 


84 


1351 


©7861746 


Mus musculus 


GABA-A receptor epsilon-hke subumt 


165 


40 


1352 


gil2053849 


Homo sapiens 


DREV protein 


1689 


100 


1352 


gil2053851 


Homo sapiens 


DREV1 protein 


1676 


99 


1352 


gil2055091 


Mus musculus 


DREV protein 


1655 


97 


1353 


gi 14627081 


Homo sapiens 


caspase-1 dominant-negative inhibitor 
Pseudo-ICE 


492 


100 


1353 


gi2170?335 


Homo sapiens^ 


Similar to CARD only protein 


462 


100 


1353 


,gil86286 


Homo sapiens 


interleukin 1-beta convertase 


445 


92 


1354 


gil7431573 


Ralstonia 
solanacearum 


PUTATIVE LIPOPROTEIN 
TRANSMEMBRANE 


82 


42 


1354 


gi995704 


Saccharomyces 
cerevisiae 


L3149 


69 


23 


1354 


gil256899 


Saccharomyces 
cerevisiae 


Yrll38wp 


69 


23 


1355 


gil2034719 


Mus musculus 


ankyrin-like protein 


413 


43 


1355 


gil3469729 


Homo sapiens 


breast cancer antigen NY-BR-1 


415 


49 


1355 


gi216l8588 


Homo sapiens 


testis-specific ankyrin motif containing 
protein 


362 


46 


1356 


gi8272557 


Rattus 
norvegicus 


protein kinase WNK1 


5439 


73 


1356 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


3408 


100 . 


1356 


gil9032238 


Homo sapiens 


protein kinase WNK3 


1664 


56 


1357 


gi8272557 


Rattus 
norvegicus 


protein kinase WNK1 


5439 


73 


1357 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


1159 


98 


1357 


gii9032238 


Homo sapiens 


protein kinase WNK3 


530 


40 


1358 


gil0946203 


Homo sapiens 


neuromedin U receptor 2 


785 


100 


1358 


gi9944990 


Homo sapiens 


neuromedin U receptor-type 2 


785 


100 


1358 


gil6877377 


Homo sapiens 


neuromedin U receptor 2 


785 


100 


1359 


gil786l592 


Drosophila 
melanogaster 


GH13807p 


1234 


45 


1359 


gil 8376566 


Caenorhabditis 
elegans 


Y105E8A.20 


964 


49 


1359 


gi93685l4 


Leishmama 
major 


methionyl-tRNA synthetase 


963 


42 


1360 


gil73899l9 


Homo sapiens 


Similar to major histocompatibility 
complex, class II, DP beta 1 


819 


100 


1360 


gi575494 


Homo sapiens 


MHC class II lymphocyte antigen beta 
chain 


437 


72 


1360 


gi!88479 


Homo sapiens 


HLA-DPB1 


437 


72 
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1^61 

IjOI 




Homo sapiens 


KzoooU 2, partial CDS 


1025 


97 


1 l£l 

i JO 1 


gU40z094U 


Homo sapiens 


inter leukin- 10 


42 


53 


1301 


«rJOAA4TAAT 

gl30U5997 


okra yellow 
vein mosaic 
virus 


AC2 


77 


35 




oiHA7717 


Homo sapiens 


Kzooou_z, partial CDb 


1001 


94 


1362 


gi!4625940 


Homo sapiens 


interieukin-10 


42 


53 


17<7 




okra yellow 
vein mosaic 
virus 


AC2 


77 


35 




ml^QOI 1^7 


iiomo sapiens 


— r T . , , . .. : — 

sialic acid-binding immunoglobulm-like 
iccim-iiKc long spnee van ant 


2879 


AA 

99 


1363 


fri1462SR7? 

1 tUw O Z.Z. 


nuiiivi sapiens 


trior r 1 

aigiec-jLi 


zo/9 


no 
yy 


1363 


gil5824310 


Pan troglodytes 


sialic acid-binding lectin Siglec-Ll 


2804 


97 


1364 


oi?007974Q 


nomo Sapiens 


similar to interferon alpha/beta receptor 1 


C7A 

879 


1 AA 

100 


1364 


gi571296 


Homo sapiens 


CRFB4 


188 


27 




ai4n7 R1 


vJdllUS gall US 


interferon alpha/beta receptor 1 


195 


27 


iv»s 

1 JUJ 


glOJ /ZUJJ 


nomo sapiens 


interleukin-1 receptor antagonist homolog 
i 


823 


100 


1365 




numo a dpi ens 


interleukin-1 receptor antagonist homolog 


oZ3 


1 AA 

100 


1365 


gi6165334 


Homo sapiens 


ititerleuldn-l-like nrntein-1 


823 


100 


1366 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2780 


40 


1366 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2775 


40 


1366 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2774 


40 


1367 


gi4574224 


Fundulus 
heteroclitus 


multidrug resistance transporter homolog 


287 


49 


1367 


gi!9743730 


Rattus 
norvegicus 


ATP-binding cassette protein Bib 


285 


50 


1367 


gi34525 


Homo sapiens 


P-glycoprotein (431 AA) 


273 


50 


1368 


gil98922 


Mus musculus 


lymphocyte differentiation antigen 


713 


100 


1368 


gil98926 


Mus musculus 


Ly-6A.2 alloantigen 


713 


100 


1368 


gi!98930 


Mus musculus 


differentiation antigen Ly-6E/A 


713 


100 
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685 


gil83150 


Homo sapiens 


chorionic somatomammotropin 
CS-5 


320 


1UU 


685 


gi23271 170 


Homo sapiens 


chorionic somatomammotropin 
hormone 2 


77^ 


yO 


685 


gi28188743 


Pan troglodytes 


placental lactogen PL-B 


279 


98 


686 


gil83178 


Homo sapiens 


hGH-V2 




7Q 
/O 


686 


gi23271170 


Homo sapiens 


chorionic somatomammotropin 
hormone 2 


7A7 
l\Jl 


yl 


686 


gi28 188743 


Pan troglodytes 


placental lactogen ru-a 


71 5 


OA 
y** 


688 


gil8088830 


Homo sapiens 


AAH20/3O 


7Q^ 


inn 


688 


gil83178 


Homo sapiens 


nGH-V2 


IU31 


70 

iy 


688 


gL3058269l 


Homo sapiens | 




loD 


inn 


689 


gil2653501 


Homo sapiens 


SERrlNrl protem 


2UU3 


0^ 

yj 


689 


gi30583283 


Homo sapiens 


, member l 


2003 


95 


689 


gi30585311 


synthetic construct 


, member 1 


2UUi 




690 


gi20269957 


Sus scrofa 


AF498759_1 phospholipase C 
delta 4 


1033 


88 


690 


gi21307610 


Mus musculus 


phospholipase C delta 4 


909 


77 

II 


690 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


893 


7/C 
/O 


691 


gil7864023 


Homo sapiens. 


AF450090 l KCCR13L 


3524 


1 AA 

1UU 


691 


gi22760385 


Homo sapiens 


unnamed protein product 


3515 


on 


691 


gi22761016 


Homo sapiens 


unnamed protem product 


3D24 


1 nn 
1UU 


692 


gi 12697933 


Homo sapiens 


KIAA1694 protein 


3850 


100 


692 


gi20380030 


Mus musculus 


4933407C03Rik protein 


3251 


98 


692 


gi27652547 


Homo sapiens 


truncated c-Maf-inducing 
protein 


3506 


99 | 


693 


gi437662 


Oryctolagus 
cuniculus 


interleukin-8 receptor subtype 
B 


188 


61 


693 


gi511803 


Homo sapiens 


interleukin-8 receptor type B 


172 


57 


693 


gi576679 


Homo sapiens 


interleukin 8 receptor B 


172 


57 ! 


694 


gi32966069 


Homo sapiens 


CD39L2 nucleotidase 


2514 


99 


694 


gi3335098 


Homo sapiens 


CD39L2 


2520 


100 


694 


gi4691263 


Homo sapiens 




2513 


99 


695 


gil6566319 


Homo sapiens 


AF4H107J G protein- 
coupled receptor 


1843 


99 


695 


gi21928620 


Homo sapiens 


seven transmembrane helix 
receptor 


1858 


100 


695 


gi22293641 


Homo sapiens 


putative orphan G protein- 
coupled receptor 26 


845 


51 


696 


gi24660226 


Homo sapiens 


C-type lectin-like receptor- 1 


1460 


90 


696 


gi71 10216 


Homo sapiens 


AF200949J C-type lectin-like 
receptor-1 


1458 


90 


696 


gi71 10218 


Mus musculus 


AF201457_1 C-type lectin-like 
receptor 2 


322 


29 


698 


gil8089247 


Homo sapiens 


AAH20966 Similar to 
ectonucleoside triphosphate 
diphosphohydrolase 5 


2104 


100 


698 


gi30584801 


synthetic construct 


Homo sapiens ectonucleoside 
triphosphate 
diphosphohydrolase 5 


2104 


100 


698 


gi3335102 


Homo sapiens 


CD39L4 


2104 


100 


699 


gi804761 


Homo sapiens 


putative 


247 


77 


700 


gil6184225 


Drosophila 
melanogaster 


LD24527p 


666 


42 
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700 j 


gi27447597 


Drosophila 
melanogaster 


transcriptional adapter Z5 


ouo 




700 


gi7298997 


Drosophila 
melanogaster 


CG9638-PA 


ooo 


AO 


701 


gil7225457 


Homo sapiens 


AF326917_1 autism-related 
protein 1 




30 


701 


Ki27817314 


Danio rerio 




1234 


36 


701 


gi29468246 


Homo sapiens 


XTP9 


1£AC 




702 


gi20810589 


Homo sapiens 


similar to arsenite inducible 
RNA associated protein 


833 


99 


702 


gi22945274 


Drosophila 
melanogaster 


CG12795-PA 


/ICC 

455 


KA 

54 


702 


gi9651711 


Mus musculus 


AF224494_1 arsenite inducible 
RNA associated protein 


687 


80 


703 


gil3241652 


Rattus norvegicus 


AF309558_1 supernatant 1 
protein factor 


2040 


93 


703 


gil3543184 


Mus musculus 


SEC14-like2 


2038 


93 


703 


gi6624130 


Rattus norvegicus 


AC004832J similar to 45 kDa 
secretory protein 


2150 


100 


704 


gil 1066250 


Homo sapiens 


AF197937JI presenilins 
associated rhomboid-like 
protein 


1693 


86 


704 


gil3177766 


Homo sapiens 


AAH03653 Similar to 
presenilins associated 
rhomboid-like protein 


1761 


99 


704 


gil5559382 


Homo sapiens 


AAH14058 presenilins 
associated rhomboid-like 
protein 


1696 


86 


705 


gil864091 


Rattus norvegicus 


PSD-95/SAP90-associated 
protein-3 


4997 


95 


705 


gi2454510 


Homo sapiens 


PSD-95/SAP90-associated 
protein-2 


2105 


47 


705 


gi6979175 


Homo sapiens 


AF119818J homolog- 
associated protein 2 


2089 


47 


706 


gil 1877274 


Homo sapiens 




2260 


99 


706 


gi21667210 


Homo sapiens 


AF465765_1 
bactericidal/permeability- 
increasing protein-like 1 


2260 


99 


706 


gi21706776 


Homo sapiens 


Bactericidal/permeability- 
increasing protein-like 1 


2253 


99 


707 


gil6768190 


Drosophila 
melanogaster 


GH22974p . 


647 


41 


707 


gi24659527 


Homo sapiens 




20Uo 


1 Of\ 


707 


TO0 1*71 a 

gl72917l0 


Drosophila 
melanogaster 


fOl 1 PA 


OHO 


41 


708 


gil4334082 


Mus musculus 


AF367970J thymus LIM 
protein TLP-A 


479 


87 


708 


gil4335908 


Mus musculus 


thymus LIM protein TLP-A 


479 


87 


708 


gil4335909 


Mus musculus 


thymus LIM protein TLP-B 


396 


90 


709 


gi'12804105 


Homo sapiens 


AAH02905 Similar to 
CG15084 gene product 


2090 


100 


709 


gil3649459 


Homo sapiens 


AF250306J putative SB1 15 
protein 


2090 


100 


709 


gil8204670 


Mus musculus 


4930527D15Rik protein 


1015 


96 


710 


gil674440 


Homo sapiens 


collagen type IV a6 chain 


4222 


51 
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710 


gil674441 


Homo sapiens 1 


collagen type IV a6 chain 


4222 


51 


710 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


8126 


83 


711 


gi438007 


Gallus gallus 


alpha-2-macroglobulin receptor 


15742 


60 


711 


gi7861733 


Homo sapiens 


AF176832J low density 
lipoprotein receptor related 
protein-deleted in tumor 


23654 


99 


711 


gi8926243 


Mus musculus 


AF270884J low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


23098 


92 


712 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


848 


100 


712 


gi7861733 


Homo sapiens 


AF176832_1 low density 
lipoprotein receptor related 
protein-deleted in tumor 


848 


100 


712 


gi8926243 


Mus musculus 


AF270884J low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


731 


83 


713 


gi!3544080 


Homo sapiens 


AAH06171 hypothetical 
protein MGC2731 


1133 


100 


713 


gi20071811 


Mus musculus 


583041 lElORik protein 


492 


55 


,713 


gi33589496 


Drosophila 
melanogaster 


LD31278p 


401 


44 


714 


gil57409 


Drosophila 
melanogaster 


fat protein 


3001 


40 


714 


gi22945533 


Drosophila 
melanogaster 


CG17941-PA 


2292 


34 


714 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


3015 


40 


715 


gil57409 


Drosophila 
melanogaster 


fat protein 


3007 


40 


715 


gi22945533 


Drosophila 
melanogaster 


CG17941-PA 


2289 


34 


715 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


3021 




716 


gi 178653 11 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


4370 


95 


716 


gi27549552 


Homo sapiens 


dipeptidyl peptidase iV-related 
protein-2 


/inn 
4370 


SO 


716 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


AC 1 1 

4511 


SO 


717 


gi26 89444 


Homo sapiens 


ZNF134 


1252 


57 1 


717 


gi3 1565347 


Homo sapiens 


LOC2840 18 protein 


1252 


57 


717 


gi9968290 


Homo sapiens 


zinc ringer protein 304 


1094 


47 


718 


gi23468368 


Mus musculus 


1200013F24Rik protein 


690 


90 


718 


gi27695305 


Mus musculus 


1 OfirtfH OTTO /ID ill- «rn+nin 

lzUUUl JrZ4KiK protein 


71 ^ 
/ ID 


Q1 
yi 


718 


gi7582294 


Homo sapiens 


AF208853 1 BM-011 


881 


100 


719 


gil620870 


Ciona intestinalis 


myoplasmin-Cl 


410 


27 


719 


gi7416982 


Argopecten irradians 


myosin heavy chain cardiac 
muscle specific isoform 1 


255 


20 


719 


gi7416983 


Argopecten irradians 


myosin heavy chain cardiac 
muscle specific isoform 2 


255 


20 


720 


gil3872813 


Homo sapiens 


fibulin-6 


13764 


100 


720 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


13720 


99 


720 


gi3879658 


Caenorhabditis 
elegans 




1636 


29 


721 


gil3 177673 


Homo sapiens 


AAH03621 


1520 


45 
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721 


gil9354327 


Homo sapiens 




1520 


45 


721 


gi3822553 


Gallus gallus 


nuclear calmodulin-binding 
protein 


2238 


61 


722 


gjl7223626 


Homo sapiens 


ATP-binding cassette A10 


7963 


99 


722 


gi32350914 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


7943 

• 


99 


722 


gi32350969 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


7943 


99 


723 


gil3374079 


Homo sapiens 


TAFII140 protein 


3677. 


99 


723 


gil3374178 


Mus musculus 


TAPE 140 protein 


3193 


84 


723 


gi28175603 


Homo sapiens 


TAF3 protein 


2772 


99 


724 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE 
PROTEIN 


658 


61 


724 


gi22776354 


Oceanobacillus 
iheyensis HTE831 


acyl-CoA dehydrogenase 


638 | 


63 


724 


gi28280023 


Mus musculus 


5730439E10Rik protein 


946 


85 


725 


gi21522768 


Homo sapiens 


unnamed protein product 


3060 


100 


725 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3060 


100 


725 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


3055 


99 


726 


gil4530342 


Caenorhabditis 
elegans 




1008 


36 


726 


gi6531661 


Caenorhabditis 
elegans 


AF195610_l LIN-41A 


1008 


36 


726 


gi6531663 


Caenorhabditis 
elegans 


AF195611_1 LIN-41B 


1008 


36 


727 


gil504026 


Homo sapiens 




5833 


99 


727 


gi22725157 


Homo sapiens 


minor histocompatibility 
antigen HA-1 


5833 


99 


727 


gi23272016 


Homo sapiens 


Similar to PTPL1 -associated 
RhoGAP 1 


5690 


98 


728 


gii3274120 


Homo sapiens 




1467 


99 


728 


gi6102996 


Mus musculus 


Vanin-3 


1018 


79 


728 


gi7160973 


Homo sapiens 


VNN3 protein 


1213 


96 


729 


gi27463365 


Homo sapiens 


a disintegrin-like and 
metalloprotease with 
thrombospondin type 1 motifs 
9B 


8961 


99 


729 


gi28804249 


Mus musculus 


metalloprotease-disintegrin 
protease 


4974 


55 


729 


gi9581879 


Homo sapiens 


AF261918J disintegrin 
metalloproteinase with 
thrombospondin repeats 


5723 


99 


730 


gi21063967 


Drosophila 
melanogaster 


AT05453p 


382 


31 


730 


gi5911409 


Drosophila 
melanogaster 


fuzzy 


382 


31 


730 


gi7297412 


Drosophila 
melanogaster 


CG13396-PA 


382 


31. 


731 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


2302 


100 


731 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


2302 


100 
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731 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


2302 


100 


732 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


732 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


732 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


733 


gi22266726 


Homo sapiens 


AF311906_1 LIR-D1 
precursor 


1303 


96 


733 


gi27497567 


Homo sapiens 


keratinocytes associated ! 
transmembrane protein 4 


1303 


96 


733 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


1303 


96 


734 


gi21748480 


Homo sapiens 


FU00271 protein 


605 


100 


734 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


513 


79 


734 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


513 


79 


735 


gi3 1455457 


Homo sapiens 


putative NFkB activating 
protein 


583 


A A 

44 


735 


gi7022838 


Homo sapiens 


unnamed protein product 


1 n(\A 
1794 • 


oo 
yy 


735 


gi7293694 


Drosophila 
melanogaster 


CG7323-PA 


lies 


30 


736 


gi 12804 169 


Homo sapiens 


a a unoo/io 1 
AAriU2y4z 




07 

y i \ 


736. 


gil5779178 


Homo sapiens 


AAH14652 Similar to 
hypothetical protem i>L,uuzy4z 


3532 


97 


736 


gil 8088939 


Homo sapiens 


AAH21143 


3494 


97 


737 


gi 12836469 


Mus museums 


unnamed protein product 




0*7 

o/ 


737 


gi26351115 


Mus musculus 


unnamed protein product 


3466 


87 


737 


gi30721603 


Mus musculus 


RAVER1 


3466 


On 

87 


738 


gil2002000 


Homo sapiens 


AF061732_1 My029 protein 


415 


100 


739 


gil5489209 


Mus musculus 


BC013712 protein 


266 


31 


739 


gi21757804 


Homo sapiens 


unnamed protein product 


1226 


96 


739 


gi26354220 


Mus musculus 


unnamed protein product 


1130 


79 


740 


gil5341806 


Homo sapiens 


AAH13073 


2008 


100 


740 


gil9528077 


Drosophila 
melanogaster 


AT24025p 


165 


38 


740 


gi21627272 


Drosophila 
melanogaster 


CG12765-PA 


167 


24 


741 


gi23495223 


Plasmodium 
falciparum 3D7 


AE014834_50 liver stage 
antigen, putative 


407 


23 


741 


gi32492940 


Homo sapiens 


medulloblastoma antigen MU- 


536 


25 


741 


gi9916 


Plasmodium 
falciparum 


liver stage antigen 


393 


24 


742 


gil3161060 


Homo sapiens 


AF332217_1 protocadherin 1 1 


3354 


58 


742 


gil5054521 


Homo sapiens 


AF217288_1 protocadherin-S 


3362 


58 


742 


©9845485 


Homo sapiens 


AF169692_1 protocadherin-9 


6235 


100 


743 


gil6552038 


Homo sapiens 


unnamed protein product 


2404 


99 


743 


gi21410124 


Mus musculus 


3230402E02Rik protein 


1501 


61 ! 


743 


gi5688958 


Homo sapiens 


PMMLP 


2405 


100 


744 


gi21734445 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neurai-specific protein-2 


3987 


94 


744 


gi21734447 


Rattus norvegicus 


BMP/Retinoic acid-inducible 


2948 


70 
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neural-specific protein-3 






744 


gi30348610 


Gallus gallus 

• 


BMP/retinoic acid-inducible 
neural-specific protein 


2090 


52 


745 


gi2739353 


Homo sapiens 


ZNF91L 


2077 


69 


745 


gi27693081 


Homo sapiens 




2054 


71 


745 


gi30421228 


Homo sapiens 


zinc finger protein 430 


2486 


96 


746 


gi23272677 


Homo sapiens 


Similar to zinc ringer protein 
208 


2472 


78 


746 


gi26251755 


Homo sapiens 


ZNF431 protein 


2480 


79 


746 


gi30421228 


Homo sapiens 


zinc finger protein 430 


3174 


100 


747 


gil212965 


Homo sapiens 


transmembrane protein 


1010 


99 


747 


gil213221 


Rattus norvegicus 


transmembrane protein 


1006 


98 


747 


gil9683999 


Homo sapiens 


coated vesicle membrane 
protein 


1010 


99 


748 


gil 199524 


Homo sapiens 


acid phosphatase 


2147 


95 


748 


gil3111975 


Homo sapiens 


AAH03160 acid phosphatase 
2, lysosomal 


2143 


95 


748 


gi30584617 


synthetic construct 


Homo sapiens acid 
phosphatase 2, lysosomal 


2143 


95 


749 


gil5625570 


Homo sapiens 


AF41 1981 1 centaurin beta5 


3851 


95 


749 


gi28422704 


Homo sapiens 


CENTB5 protem 


2912 


100 


749 


jgi30 109272 


Homo sapiens 


CENTB5 protein 


4175 


99 


750 


gil0197642 


Homo sapiens 


AF1 82421 1 MDS022 


647 


i aa 
100 


750 


gi 15929423 


Homo sapiens 


Hypothetical protein FU20502 


938 


1 AA 
100 . 


750 


gi30277696 


Mus musculus 


D5Buc26e protein 


423 


78 


751 


gil8614026 


Homo sapiens 


zinc finger DNA binding 
protein p71 


998 


40 


751 


gi27693858 


Homo sapiens 


zinc finger protein 398 


998 


40 


751 


gi5630080 


Homo sapiens 


AC004890 2 


984 


36 


752 


gil 1345382 


Homo sapiens 


AF308801_1 vacuolar protein 
sorting protein 16 


3724 


AC 

95 


752 


gi 12140290 


Homo sapiens 




3724 


95 


752 


gil 5553046 


Mus musculus 


Vpsl6 


3628 


92 


753 


gi30141048 


Homo sapiens 


Nogo-66 receptor homolog-1 


2226 


100 


753 


gi30141052 


Rattus norvegicus 


Nogo-66 receptor homolog-1 


2130 


95 


753 


gi32351287 


Rattus norvegicus 


Nogo-66 receptor homolog 2 


916 


51 


754 


gil77870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2718 


39 


754 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2718 


39 


754 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2712 


39 


755 


gil8044501 


Mus musculus 


angiopoietin-like 3 


1692 


70 


755 


gi4929790 


Homo sapiens 


AF152562_1 angiopoietin- 
related protein 3 


2210 


93 


755 


gi5639997 


Mus musculus 


AF162224J angiopoietin- 
related protein 3 


1692 


70 


756 


gi200057 


Mus musculus 


neuronal glycoprotein 


4821 


87 


756 


gi29837411 


Homo sapiens 


BIG-2 


3898 


69 


756 


gi563133 


Rattus norvegicus 


BIG-1 protein 


4778 


87 


757 


gil6550078 


Homo sapiens 


unnamed protein product 


3710 


99 


757 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


3714 


100 


757 


gi30354720 


Mus musculus 


AI427653 protein 


3609 


96 


758 


gi26329813 


Mus musculus 


unnamed protein product 


3627 


93 


758 


gi28175743 


Homo sapiens 


similar to hypothetical protein 


3612 


98 ! 
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FLJ30803 






758 


oi"*0154790 

gljUJJ'T /ZU 


ft/fnc miicniliic 
IVlUb lllUol/Uiub 


Amz/ojj protein 


JOZU 


SO 


759 


gi21929093 


Homo sapiens 


seven transmembrane helix 
receptor 


1718 


88 


i jy 


oi9A9R609Q 

gizHzoouzy 


nomo sapiens 


G-protein coupled receptor 
GPR116 


Oll2 


no 

98 | 




glJ JZJU / 0 


isauus norvegicus 


seven transmembrane receptor 


5U4o 


72 


760 
/uu 




Homo sapiens 


ruuuuiz protein 


1257 


CA 

61 


760 
/uu 


oil 1Q17S07 
gll 171 / JU/ 


nomo sapiens 


rirr l protein 


1 OC/l 

1254 [ 


62 


760 


gil5929737 


Mus musculus 


similar to KRAB zinc ringer 
protem JvKlo 


1249 


58 


761 


gil3097633 


Homo sapiens 


AAH03534 Similar to ATPase, 
L.iass I, type od, member 1 


2325 


53 


761 


gi33440008 


Homo sapiens 


possible aminophospholipid 
transiocase AirotiZ 


3473 


66 


761 


oi^6?R7 c ,7 

glJUZO / J / 


— : : 

Homo sapiens 




2576 


53 


/UJ 


oil 1^8486 


nomo sapiens 


B-cell lymphoma/1 eukaemia - 
1 1 A short form 


1 1 1 A 

1314 


99 


763 


oi1R0RQ967 

gllOU07ZU/ 


Homo sapiens 


AArlzluyo 


1 1 CO 

1153 


100 


(UJ 


ort0410RS4 


ivius muscuius 




1312 


98 


764 


gi32394378 


Homo sapiens 


forkhead-assciciated domain 
histidine-triad like protein 


1808 


100 


764 


gi32394380 


Bostaurus 


forkhead-associated domain 
histidine-triad like protein 


1638 


89 


764 


crW*Q4/*R9 
guzoy^ooz 


oils scroia 


forkhead-associated domain 
histidine-triad like protein 


1681 


91 


765 


crft 14S^403 


Homo sapiens 


aprataxin 


241 


97 


765 


glj 1*TJ J*tUJ 


riomo sapiens 


aprataxin 


235 


100 


765 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


241 


97 


766 


gi3 1455403 


Homo sapiens 


aprataxin 


318 


100 


766 
/oo 


g^jZjyHj to 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


318 


100 


766 


glJZoy** JoZ 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


307 


93 


767 


gi26454883 


Homo sapiens 


hypothetical protein HSPC148 


1181 


100 


767 
/O / 


m^<;71707 

giojZj /y / 


Homo sapiens 


A 171 1 AT7C 1 1 ! 1 j 

AF1 10775_1 adrenal gland 
protein AD-002 


1181 


100 


767 
/o / 


glOO*HD 10 


Homo sapiens 


Arlol497 1 HSPC148 


1178 


99 


7£R 
/Oo 


gii4uuioy / 


Homo sapiens 


AF282619_1 lysyl oxidase-hke 
3 protein 


1816 


98 


76R 
/Oo 


gn44oOOUU 


— — ; — 

Homo sapiens 


AF3 1 13 13_1 lysyl oxidase-hke 

^ nrotein 


1816 


98 


768 


gil5 186770 


Homo sapiens 


AF284815J lysyl oxidase-like 
protein 


1816 


98 


769 


gi22713410 


Homo sapiens 


GYLTL1B protein 


3229 


100 


769 


gi3954938 


Homo sapiens 


acetylglucosaminyltransferase- 
like protein 


2292 


70 


769 


gi3954978 


Mus musculus 


acetylgiucosaminyltransferase- 
Iike protein 


2292 


70 


770 


gi7209721 


Mus musculus 


DD57 


2243 


88 


770 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2476 


99 


770 


gi8217485 


Homo sapiens 




2473 


99 


771 


gil6552001 


Homo sapiens 


unnamed protein product 


3169 


100 
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771 


gil 8676632 


Homo sapiens 


FLJ00215 protein 


1943 


99 


111 


©21706685 


Mus musculus 


9630058J23Rik protein 


860 


59 


772 


gil0799166 


Homo sapiens 


AF305686_1 protein kinase 
Njmu-Rl 


1915 


99 


111 


gi32425794 


Homo sapiens 


NJMU-R1 protein 


1888 


100 


111 


gi32450708 


Homo sapiens 


NJMU-R1 protein 


1888 


100 j 


111 


gil3277972 


Mus musculus 


phosphatidate 
cytidylyltransferase 2 


2286 


96 


111 


gil9344052 


Homo sapiens 




2376 


100 _j 


111 


gi41 86023 


Homo sapiens 


CDS2 protein 


2376 


100 


114 


gil7511840 


Homo sapiens 


AAH18769 


2251 


99 


774 


gi20988879 


Homo sapiens 


Similar to hypothetical gene 
supported by AL133057; 
BC018769; BC009436; 
AL133057; AL133057; 
AL133057 


2251 


99 


774 


gi29387317 


Mus musculus 


120001 1022Rik protein 


1792 


79 


115 


gil3936996 


Human herpesvirus 8 


ORF73 


219 


21 


775 


gi2246532 


Human herpesvirus 8 


ORF 73, contains large 
complex repeat CR 73 


226 


19 


775' 


gi30526291 


Saimiriine 
herpesvirus 2 


latency associated nuclear 
antigen 


219 


31 


776 


gil3477379 


Homo sapiens 


TTYH2 protein 


1037 


41 


776 


gil8676664 


Homo sapiens 


FU00231 protein 


1796 


91 . 


776 


gi28422735 


Xenopus laevis 




1054 


40 . 


777 • 


gil6877193 


Homo sapiens 


AAH16860 G protein-coupled 
receptor, family C, group 5, 
member C 


939 


98 


111 


gi30583709 


Homo sapiens 


G protein-coupled receptor, . 
family C, group 5, member C 


939 


98 


111 


gi81 18032 


Homo sapiens 


AF207989_1 orphan G-protein 
coupled receptor 


939 


98 


778 


gil5679980 


Homo sapiens 


CI 14 protein 


930 


99 


778 


gi 16769562 


Drosophila 
melanogaster 


LD38910p 


328 


47 


778 


gi7302978 


Drosophila 
melanogaster 


CG8441-PA 


328 


47 


779 


gil0726751 


Drosophila 
melanogaster 


CG13623-PA 


333 


53 


779 


gi21430012 


Drosophila 
melanogaster 


GH27470p 


333 


53 


779 


gi7406400 


Arabidopsis thaliana 


putative protein 


317 


45 


780 


gil39590l8 


Homo sapiens 


AF361746J endothelial cell- 
selective adhesion molecule 


902 


100 


780 


gil3991773 


Mus musculus 


AF361882J endothelial cell- 
selective adhesion molecule 


640 


70 


780 


gi29165726 


Mus musculus 


Endothelial cell-selective 
adhesion molecule 


640 


70 


781 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane 
protein 2 


1013 


100 


781 


gi297437 


Rattus norvegicus 


peroxisomal membrane protein 


795 


76 


781 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane 
protein-like 


1013 


100 


782 


gi7620875 


Streptococcus 
pyogenes 


AF232324J Sicl.19 


203 


41 
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782 


gi7620883 


Streptococcus 
pyogenes 


AF232328J Sicl.23 


203 


39 


782 


gi7621271 


Streptococcus 
pyogenes 


AF232522_1 Sicl.217 


203 


39 


783 


gi62877 


Gallus gall us 


type VI collagen alpha-2 
subunit preprotein 


734 


42 


783 


gi62881 


Gallus gallus 


type VI collagen subunit 
alpha2 


734 


42 


783 


gi62882 


Gallus gallus 


type VI collagen subunit 
alpha2 


734 


42 


784 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


829 


48 


784 


gi7292879 


Drosophila 
melanogaster 


CG1998-PA 


829 


48 


784 


gi7292910 


Drosophila 
melanogaster 


CG11162-PA 


597 


42 


785 


gil7066106 


Homo sapiens 


Novex-3 Titin Isoform 


8832 


99 


785 


gi21238650 


Calotomus carolinus 


titin-like protein 


519 


62 


785 


gi27696390 


Xenopus laevis 


Similar to titin 


816 


48 


786 


gil7979434 


Arabidopsis thaliana 


putative adenylate kinase 


193 


22 


786 


gi22136756 


Arabidopsis thaliana 


putative adenylate kinase 


193 • 


22 


786 

* 


gi30180922 


Nitrosomonas * 
europaea ATCC 
19718 


Adenylate kinase 


201 


27 


787 


gi9967224 


Macaca fascicularis 


hypothetical protein 


337 


98 


788 


gil8676610 


Homo sapiens 


FU00204 protein 


195 


25 


788 


gi26389725 


Mus musculus 


unnamed protein product 


1390 


76 


788 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


197 


24 


789 


gil8676610 


Homo sapiens 


FLJ00204 protein 


250 


26 


789 


gi26329287 


Mus musculus 


unnamed protein product 


1646 


75 


789 


gi26389725 


Mus musculus 


unnamed protein product 


1646 


75 


790 


gil2654107 


Homo sapiens 


AAH00866 


531 


88 


790 


gil3937969 


Homo sapiens 


TIMP1 protein 


531 


88 


790 


gi 189382 


Homo sapiens 


collagenase inhibitor 


531 


88 


791 


gi24660226 


Homo sapiens 


C-type lectin-like receptor- 1 


1367 


90 


791 


gi71 10216 


Homo sapiens 


AF200949J C-type lectin-like 
receptor- 1 


1365 


90 


791 


gi71 10218 


Mus musculus 


AF201457J C-type lectin-like 
receptor 2 


312 


29 


792 


gil0441350 


Mus musculus 


olfactory UDP 
glucuronosyltransferase 


1557 


68 


792 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


1593 


67 


792 


gi5802604 


Cavia porcellus 


UDP glucuronosyltransferase 
UGT2A3 


1781 


72 


793 


gil3325266 


Homo sapiens 


AAH04450 hypothetical 
protein MGC2650 


888 


100 


793 


gi3688090 


Homo sapiens 


R32611 2 


796 


91 


793 


gi6841228 


Homo sapiens 


AF161407 1 HSPC289 


645 


77 


794 


gil5488645 


Mus musculus 


methyltransferase Cytl9 


1552 


76 


794 


gil8150409 


Rattus norvegicus 


AF393243 1 methyltransferase 


1518 


76 


794 


gi996386l 


Homo sapiens 


AF226730_1 Cytl9 


1729 


99 


795 


gil 1877243 


Homo sapiens 


SSF1/P2Y11 chimeric protein 


3802 


95 


795 


gil4602631 


Homo sapiens 


Peter pan homolog 


2080 


99 


795 


gi21619996 


Homo sapiens 




2080 


99 
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796 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 


799 


98 


796 


gi30962593 


Homo sapiens 


AF375481_1 immune receptor 
expressed on myeloid cells 
splice variant 2 


800 


99 


796 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


805 


99 


797 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


799 


98 


797 


gi30962593 


Homo sapiens 


AF375481_1 immune receptor 
expressed on myeloid cells 
splice variant 2 


800 


99 


797 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


805 


99 


798 


gi20330550 


Homo sapiens S 


AF25 1706J NK inhibitory 
receptor precursor 


1480 


94 


798 


gi30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


798 


gj31790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


799 


gil8307481 


Homo sapiens 


phosphoinositide-binding 
proteins 


2122 


100 


799 


gi27695704 


Mus museums 


Connector enhancer of KSR2 


678 


36 


799 


gi29691916 


Rattus norvegicus 


interactor protein for cytohesin 
exchange factors 1 


1651 


79 


800 


gil 1493982 


Homo sapiens 


AF208232J TLH29 protein 
precursor 


274 


72 


800 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


424. 


89 


800 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


274 


72 


801 


gil 1493982 


Homo sapiens 


AF208232J TLH29 protein 
precursor 


303 


70 


801 


gil 5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


445 


100 


801 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


.70 


802 


gil2082723 


Gallus gallus 


AF293805J Bcell 
phosphoinositide 3-kinase 
adaptor 


2825 


69 


802 


gil2082725 


Mus musculus 


AF293806_1 Bcell 
phosphoinositide 3-kinase 
adaptor 


3557 


84 


802 


gil2082811 


Gallus gallus 


AF315784JI Bcell 
phosphoinositide 3-kinase 
adaptor 


2330 


73 


803 


gi7959809 


Homo sapiens 


ATM 1^*7^1 CC T»T>/"\1 AO 1 ! 

AF1 16721 55 PRO1082 






oU4 


gllD.3o*lo41 


Homo sapiens 


activating injv receptor 


\f\9A 

1 UO*T 




804 


gi 15384843 


Homo sapiens 


NTB-A receptor 


1700 


100 


804 


gi9887089 


Mus musculus 


AF248635_1 lymphocyte 
antigen 108 isoform 1 


615 


43 


805 


gil0177621 


Arabidopsis thaliana 


phytoene dehydrogenase-like 


195 


75 


805 


gil7979255 


Arabidopsis thaliana 


AT5g49550/K6M13_10 


211 


72 


805 


gi29028742 


Arabidopsis thaliana 


At5g49550/K6M13 10 


211 


72 


806 


gil4270364 


Mus musculus 


Epigen protein 


378 


71 


806 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


806 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


807 


gil4270364 


Mus musculus 


Epigen protein 


378 


71 


807 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 . 
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807 


ai7790l9l 


1VXUO lilUOVUJUO 




199 
1ZZ 


jZ 


808 




A/fiic mncpiiluc 
IVlUo IllUbOUlUi) 


cpigen protein 


j/o 


11 


808 


<Hfi9799fiQ 


ixduus norvegicus 


NCI protein 


1 T*) 

lzz 


52 


808 


ot77001Q1 


mus in us cuius 


tomoregulin- 1 


ill 


52 




gIZ ftOyjJO 


nomo Sapiens 


Putative neuronal cell adhesion 
molecule 


212 


39 


809 


pi9Q98QQ9Q 


x/cuiiu reno 


neogenin 


1 oc 


39 


809 


pH3f]685Q9 


iviuo IXluoUUiUd 


punc 


1 OQ 


A 1 

41 


810 


fftt(Y*4RR97 

glJV/JtOO? / 


XXU1I1U oapiCUb 


organic solute transporter beta 


04J 


OA 

yy 


810 


pi^0148Qni 

glJUJt07U I 


Aniic TV»ner»i tine 
IViUo JIlUM/UlUo 


organic solute transporter beta 




/CO 

ol 


811 




xxuiiiu oapicno 


retinoic acid early transcript 1 


1 A"7A 


y4 


811 


gil8650588 


Homo sapiens 


retinoic acid early transcript 1 


1124 


99 


811 


gi21961213 


Homo sapiens 


UL16 binding protein 2 


1070 


94 


819 


oil ^8798 11 


Homo sapiens 


HDuiin-o 


485 


30 


812 l 


gil4575679 


Homo sapiens 


AF156100J hemicentin 


485 


30 


819 


eriQ98AAA< 

giyzoU4uo 


Homo sapiens 


AF245505 1 adhcan 


1372 


46 


81** 

OlJ 


cri 1787981*3 

glljo/ZolJ 


Homo sapiens 


nDUlm-o 


861 


29 


813 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


857 


29 


Oi. j 


giyZoU4UD 


Homo sapiens 


AF245505 1 adhcan 


2436 


35 


814 


gil3872813 


Homo sapiens 


libulin-6 


861 


29 


014 


gii4j /oo/y 


Homo sapiens 


AF156100 1 hemicentin 


857 


29 


814 


gi9280405 


Homo sapiens 


AF245505 1 adlican . 


2436 


35 


Ol c 
OlJ 


gi2l6l9635 


Homo sapiens 


similar to Alii subfamily SQ 
sequence contamination 
warning entry 


267 


60 


815 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


244 


62 


815 


gi66508l0 


Homo sapiens 


AF118094 21 PRO1902 


261 


63 


816 


gi 12240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


816 


gi6707433 


Homo sapiens 


AF202889J apolipoprotein 
A5 


1864 


100 


816 


gi6707435 


Homo sapiens 


AF202890J apolipoprotein 
A5 


1864 


100 


on 
ol/ 


gi 12240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


on 

817 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
A5 


1864 


100 


01 n 
ol7 


gi6707435 


Homo sapiens 


AF202890_1 apolipoprotein 
A5 


1864 


100 


01 0 


'1111 1 HO A 

gll3 111784 


Homo sapiens 


AAH03081 hypothetical 
protein FLJ10637 


1720 


99 


818 


2il3543037 


lMl!C milCfMllllC 


*ryo j < tz < w5u ixxjk protein 




OA 


818 


gil4249965 


Homo sapiens 


AAH08368 hypothetical 
protein FLJ10637 


1724 


100 


819 


gil9344001 


Homo sapiens 


phospholipase A2, group IID 


846 


99 


819 


gi5771420 


Homo sapiens 


AF112982J group HD 
secretory phospholipase A2 


852 


100 


819 


gi6453793 


Homo sapiens 


AF188625 1 phospholipase 
A2 


846 


99 


820 


gi21751722 


Homo sapiens 


unnamed protein product 


688 


84 


820 


gi26342939 


Mus musculus 


unnamed protein product 


496 


59 


821 


gil 1094019 


Homo sapiens 


AF305057 2 RTS beta 


2116 


96 


821 


gill50421 


Homo sapiens 


rTSbeta 


2122 


96 ! 
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821 1 


gil2654883 


Homo sapiens 


AAH01285 rTS beta protein 


2122 


96 


822 


gil2803167 


Homo sapiens 


AAH02387 nucleosome 
assembly protein 1-like 1 


1728 


99 


822 


gil89067 


Homo sapiens 


NAP 


1728 


99 


822 


gi30582885 


Homo sapiens 


nucleosome assembly protein 
1-like 2 


1728 


99 


823 


gil3432042 


Homo sapiens 


integrin-linked kinase- 
associated serine/threonine 
phosphatase 2C 


2009 


99 


823 


gil6306907 


Homo sapiens 


AAH06576 integrin-linked 
kinase-associated 
serine/threonine phosphatase 
2C 


2009 


99 


823 


gi20072498 


Mus musculus 


0710007A14Rik protein 


1926 


94 


824 


gi28175169 


Mus musculus 


1300015B04Rik protein 


835 


73 


824 


gi28848867 


Homo sapiens 


URG11 


1164 


100 


824 


gi7768636 


Xenopus laevis 


Kielin 


239 


36 


825 


gi21928259 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


825 


gi21928496 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 . 


825 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


916 


89 


826 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


1278 


79 


826 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1456 | 


93 


826 


gi32052225 


Mus musculus 


olfactory receptor 

GA_x6K02T2P3E9-4341246- 

4340281 


1278 


79 


827 


gi4760780 


Mus musculus 


Ten-m3 


364 


95 


827 


gi5307761 


Danio rerio 


ten-m3 


310 


.78 


827 


gi6760369 


Mus musculus 


AF195418 1 ODZ3 


364 


95 


828 


gi 16265938 


Homo sapiens 


AF314817 1 FKSG15 


2437 


98 


828 


gi21205852 


Homo sapiens 


AF385429J T-cell activation 
Rho GTPase activating protein; 
TA-GAP 


3756 


100 


828 


gi21205854 


Homo sapiens 


AF385430_1 T-cell activation 
Rho GTPase activating protein 
splice variant 1; TA-GAP 


2850 


100 


829 


gil0432396 


Homo sapiens 




383 


62 


829 


gi30908443 


Homo sapiens 


CUB and sushi multiple 
domains 2 


388 


63 


829 


gi30908445 


Homo sapiens 


CUB and sushi multiple 
domains 3 


549 


100 


830 


gil0432396 


Homo sapiens 




383 


62 


830 


gi30908443 


Homo sapiens 


CUB and sushi multiple 
domains 2 


388 


63 


830 


gi30908445 


Homo sapiens 


CUB and sushi multiple 
domains 3 


549 


100 


831 


gi3342148 


Chlamydomonas 
reinhardtii 


myosin heavy chain 


499 


37 


831 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


517 


41 


831 


gi8953751 


Arabidopsis thaliana 


myosin heavy chain MYA2 


492 


41 


832 


gi6472600 


Chara corallina 


unconventional myosin heavy 


621 


38 
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chain 






832 


©8953751 


Arabidopsis thaliana 


myosin heavy chain MYA2 


621 


38 


832 


gi9453839 


Chara corallina 


myosin 






834 


gi21265163 


Homo sapiens 




2424 


99 


834 


gi7248845 


Homo sapiens 


AF231124 1 testican-1 


2428 




834 


gi793845 


Homo sapiens 


testican 


2428 


99 


835 


gi20380774 


Homo sapiens j 




2930 


An 

99 


835 


gi22761091 


Homo sapiens 


unnamed protein product 


2350 


99 


835 


gi27502762 


Mus musculus 


hypothetical protein 
MGC28931 


2712 


90 


836 


gi20380774 


Homo sapiens 




2946 


100 


836 


gi22761091 


Homo sapiens j 


unnamed protein product 


2366 


100 


836 


gi27502762 


Mus musculus 


hypothetical protein 
MGC28931 


2728 


91 


837 


gil7391348 


Homo sapiens j 


AAH18615 Similar to brain 
expressed^ X-linked 1 


664 


100 


837 


gi7689029 


Homo sapiens 


AF220189_1 uncharacterized 
hypothalamus protein HBEX2 


664 


100 


837 


gi9963771 


Homo sapiens 


AF183416_1 ovarian granulosa 
cell 13.0 kDa protein hGR74 
homolog 4 


664 


1 AA 

100 


838 


gil5215122 


Mus musculus 


chondroadherin 


42o 




838 


gi29571143 


Mus musculus 


5430427NllRik protein 


430 


27 


838 


©30908853 


Homo sapiens 


synleurin 


3201 


100 


839 


gil2842465 


Mus musculus 


unnamed protein product 


567 


92 


. 839 


gi 15488920 


Homo sapiens 


AAH13587 Similar to RIKEN 
cDNA2010107G23gene 


632 


100 


839 


gil9354289 


Mus musculus 


RIKEN cDNA 2010107G23 
gene 


567 


92 


840 


gil6549697 


Homo sapiens 


unnamed protein product 


2483 


99 


840 


gi20988071 


Mus musculus 


260001 lE07Rik protein 


919 


80 


840 


gi21619776 


Homo sapiens 


Similar to RIKEN cDNA 
260001 1E07 gene 


2491 


100 


841 


gil2963869 


Mus musculus 


gene trap ankyrin repeat 
containing protein 


223 


30 


841 


gi28565117 


Drosophila 
melanogaster 


myosin phosphatase DMBS-S 


228 


22 


841 


gi30l38665 


Nitrosomonas 
europaea ATCC 
19718 


Ankyrin-repeat 


228 


31 


842 


gil2408272 


Homo sapiens 


apolipoprotein LTV splice 
variant a 


1742 


100 


842 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1742 


100 


842 


gil3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1725 


99 


843 


gil2408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1737 


99 


843 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1737 


99 


843 


gil3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1720 


99 


844 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


2296 


100 


844 


gi25005318 


Sus scrofa 


MAM domain containing 


1804 


93 
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glycosylphosphatidylinositol 
anchor 1 






844 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


1673 


92 


845 


gi21744725 


Homo sapiens 


Ar47ooyj — 1 giycosyi- 
phosphatidyl-inositol-MAM 


JwJ 1 


100 


845 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosyipnospnauuyiiiioaiiui 
ancnor i 


44R1 


95 


845 


gi25005320 


Sus scrofa 


giycosyipnospnauayi iiiooiLui 
ancnor 1 pruicm 


4350 


95 


846 


gi 1066493 


Saccharomyces 
cerevisiae 


Vrtrl AArn 

ipTI*Htvp ! 


572 


30 


846 


gi32487557 


Oryza sativa 
yapomca cuiirvar- 
group) 


vyO.UN.DaUw 1 jiviu.7 


565 


32 


O A £. 

846 


~ZA f\f\T7GQ 
gl40U//JO 


ocnizosaccnaromyce 
s pom dc 


^PRPI 604 06c 


613 


33 


QAH 
84/ 


gllH^oUUJU 


nuuiu sapiens 


Vps39/Vam6-like protein 


3913 


88 


847 


gil4701768 


Homo sapiens 


Vam6/Vps39-like.protein 


3990 


89 


847 








4079 


98 


848 


gi23273399 


Homo sapiens 




4095 


99 


848 


gi25059Q32 


Mus musculus 




3128 


72 


848 


~i* m iC\ACHAA r ) 

glZy40 /44Z 


Homo sapiens 


delta 


1512 


41 


849 


gll4oUJJUl 


Homo sapiens 


Hvnnthetical nrotein FLJ11749 


986 


100 


849 


gi7291437 


Drosophila 

melanogaster 


CG4071-PA 


510 


49 


849 


gi995351i 


Arabidopsis thaliana 


rvntativ** tirrvtpin 
puialivc piuicui 


340 


36 


850 


gil3161409 


Mus musculus 


family 4_cytochrome P450 


444 


73 


850 


gil3182964 


Mus musculus 


CYP4F13 


196 


38 


850 


gi 13278244 


Mus musculus 


cyiocnromv rtjv, laiinijr *r, 
suoianuiy i, puiypepuue u 


196 


38 


851 


gil0944887 


Homo sapiens 


FGFR-like protein 


2475 . 


98 


851 


gil3l836l8 


Homo sapiens 


Atni0<7fi 1 PflE Vinmnl nam iq 

Arjizo/o_i rur nomoiogoub 
factor receptor 


2424 


97 


851 


gi 13447749 


Homo sapiens 


A CT70fifiO 1 fJhmWact ormx/tVi 

ArZ/yoisy L noroDiasi gruwui 
factor receptor 5 


2475 


98 


852 


gi 10944887 


Homo sapiens 


rvjrK-iiKe proxein 


2701 


99 


852 


gil3183618 


Homo sapiens 


Arj l^o /o__i rur nomoiogous 
factor receptor 


9650 


98 


852 


gil3447749 


Homo sapiens 


AF279689J fibroblast growth 
factor receptor 5 


2701 


99 


853 


gil0944887 


Homo sapiens 


FGFR-like protein 


583 


98 


853 


gi!3183618 


Homo sapiens 


AF3 12678J FGF homologous 
factor receptor 


583 


98 


853 


gi!3447749 


Homo sapiens 


AF279689J fibroblast growth 
factor receptor 5 


583 


98 


854 


gil2667446 


Rattus norvegicus 


AF336854 1 synaptotagmin 
VUs 


2034 


95 


854 


gi6136786 


Mus musculus 


synaptotagmin VII 


2025 


95 


854 


gi643656 


Rattus norvegicus 


synaptotagmin VII 


2034 


95 


855 


gi!2053709 


Homo sapiens 


with thrombospondin type 1 
motif, 12 


8842 


100 
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lUcllUlj 


855 


gi27817773 


Miis musculus 


metalloprotease disintegrin 12 
protein 


7094 


80 


855 


gi5923788 


- 

Homo sapiens 


Arl4Uo/5_l zinc 
metalloprotease ADAMTS7 


9A71 

Z^T / 1 


«i 
j i 


856 


gil5929988 


Homo sapiens 


AAH. 15423 similar to iLnly 
jrotein precursor 


1 70 
I ly 




857 


gil3542874 


Mus musculus 


Similar to RTKEN cDNA 
zz 1U41Z1/U1 


1301 


74 


857 


gil7391206 


Mus musculus 


PTVDXT oTYMA 991ft4.19nrtl 
KilvciN CDJNA ZZ1U41ZL/U1 


1 501 
l Dyi 


04 
y*r 


857 


gi28277574 


Danio rerio 


o miliar to KJJsJi jn cjjjn a 
zziu*+izuui gene i 


1^77 
12 1 1 


70 
/y 


858 


gil3542874 


Mus musculus 


Similar to RIKEN cDNA 

ZZlU*f 1ZJJU1 


1301 


72 


Of o 
OJO 


gii /jyizuo 


— - 

Mus musculus 


uTVPMfmsiA 99ifl4i9nni 




94 


Of o 

OJO 


glzoz/ /j /4 


Danio rerio 


Similar tr\ PTVETsJ rTYNJA 

oimnar 10 kusjun cj-jin j\ 
991ft419nft1 apnp 


ijtj 


70 

/ y 


ojy 


glZUU/ lolZ 


mus muscuius 


4011495FftlRik- nrotein 

tjf J J'T^JF VJXVlIV JJlV/tCllI 


1219 


80 


859 


gi217732 


Oryctolagus 
cuniculus 


macrophage scavenger receptor 

lype l suoumi 


602 


38 


ojy 


gijj i /4U 


Homo sapiens 


MfrP457Rfl 

iVJ.vJ\->T«> / OU 


1521 


98 


oou 


glzUU/lJ 1Z 


Mus musculus 


AQ1149 5FATRik «rnt*»in 
*\y j jHZ^rujiMK. protein 


1191 1 


86 


ooU 


gijjjyi /4u 


xiomp sapiens 




1656 


87 


860 


gi6478784 


Mus musculus 


scavenger receptor type A SR- 

A 


679 


34 


861 


gil 1493463 


Homo sapiens 


AF130117 38 PR02852 


298 


75 


001 


gizl /4o0o/ 


Homo sapiens 


unndnieu proicin pruuuvi 


j Ly 


72 


861 


gi28801453 


Homo sapiens 


unnamed protein product 


325 


77 


862 


gil445o629 


Homo sapiens 




1919 
1ZJZ 


2U 


862 


gil508139o 


Homo sapiens 


Ar3yDj4i_i Kruppei-iiKe zinc 
finger, protein 


i 19AS 




862 


giziWoooj 


Homo sapiens 




1999 


47 


863 


gllDJjl III 


Homo sapiens 


unnamea protein proauci 


1194 


00 

yy 


863 


gl21 320872 


Mus musculus 




9744 


87 
o / 


863 


gl7297851 


Drosophila 
melanogaster 


rrj<4CQ pa 
l^vj04oo~rA 


1 141 


41 


OCA 

o04 


gUCOU/ZDo 


Homo sapiens 


AAWHQ717 hvnnthptirnl 

protein 


Q49 


100 


OCA 

864 




Drosophila 
melanogaster 


r*ai'\ 099 pa 




33 


OCA 

864 


gl7242597 


Homo sapiens 


hypothetical protein 


Q49 


100 


' occ 

865 


glZJz74z41 


Homo sapiens 


VTA A 1 909 lilrA 

JSJ. AA 1 oy Z-llKe 


9010 


86 


865 


gi26332114 


Mus musculus 


unnamed protein product 


1964 


82 


8fi5 


<ri9filA51Rfi 


\yf*MQ 1T11ICf*llll1C 

1 VI lib IILUoUUIUd 


tmnnmpH nrotpin nroHnrt 

UllilOlllCU JJlvLtill plUUUvl 


1964 


82 


866 


gil5620885 


Homo sapiens 


KIAA1913 protein 


2495 


100 


866 


gi26339494 


Mus musculus 


unnamed protein product 


2312 


90 


866 


gi28279830 


Homo sapiens 


KIAA1913 protein 


2495 


100 


867 


gil000448 


Rattus norvegjcus 


Rat kidney AGT2 precursor 


2202 


81 


867 


gil2406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


2740 


100 


867 


gil944136 


Rattus norvegjcus 


beta-alanine-pyruvate 
aminotransferase 


2249 


83 


868 


gil000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1583 


84 


868 


gil2406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


1870 


98 
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868 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1630 


86 


869 


gi26892205 


Homo sapiens 


1 


448 


39 


869 


gi29436673 


Mus musculus 


1700049K14Rik protem 


1732 


99 i 


869 


gi4165315 


Sus scrofa 


kallikrein 


452 


41 


870 


gil7985046 


Brucella melitensis 
16M 


GLYCOS YL TRANSFERASE 


130 


28 


870 


gj205 15259 


Thermoanaerobacter 
tengcongensis 


— 

predicted glycosyltransf erases 


133 


51 


870 


gi4455730 


Streptomyces 
coelicolor A3(2) 


putative transferase 


140 


32 


872 


gil3649477 


Homo sapiens [ 


AF250309_1 putative cytokine 
receptor CRL4 precusor 


1998 


100 


872 


gi30584223 


synthetic construct 


Homo sapiens interleukin 17B 
receptor 


1998 


100 


872 


gj8705222 


Homo sapiens 


AF2 12365 1 IL-17B receptor 


1 aao 

1998 


1 AA 

100 


873 


gil8676472 


Homo sapiens 


FLJ00133 protem 


6475 


100 


873 


gi20379832 


Homo sapiens 


FU00133 protein 


3072 


94 


873 


gi29568116 


Mus musculus 


secreted protein SST3 


3973 


84 


875 


gil4249936 


Homo sapiens 


AAH08349 Similar to S- 
adenosylhomocysteine 
hydrolase-like 1 


2581 


100 


875 


gil6588687 


Homo sapiens 


AF315687_1 S- 

adenosylhomocysteine 
1*11 i*i i * 
hydrolase-like protein 


2429 


92 


875 


gi27692283 


Mus musculus . 


S-adenosylhomocysteine 

i j 1 _ i -i i 

hydrolase-like 1 


2429 


92 


876 


gi 14279990 


Homo sapiens 


A ri*\ f\ A O A O 1 -.1-1 • a. • T TOT? ^1 

AF294842_1 ubiquitm UBF-fl 


A CO 

458 


1 AA 

100 


876 


gi29791813 


Homo sapiens 


Ubiquitin-conjugating enzyme 
E2C, isoform 1 


212 


HA 

74 


876 


gi30583439 


Homo sapiens 


ubiquitin-conjugating enzyme 
or 1 


212 


1A 

/4 


oil 


glZUUoOj 10 


_ . 

Homo sapiens 


ArJ, e tjj\)j m _i promiwn-z 
variant A 


*rZ*rl 


OQ 

yy 


oil 


glZUUooMo 


Homo sapiens 


variant o 


H2*r 1 


OO 


877 


gi24637566 


Rattus norvegicus 


prominin-2 


3224 


74 


OTO 

878 




Homo sapiens 


Angiopoietin-like 5 


01 C\A 


inn 


OTO 
O/O 


MOQil/COC 1 A 

gUiWOoOlU 


Homo sapiens 


putative fibrinogen-like protein 


onoo 
zuyy 


OQ 

77 


OTO 
0/0 




Homo sapiens 


angiopoietin-like 1 


QQO 


o / 


879 




Homo sapiens 


Angiopoietin-like 5 


01 AA 


OO 

yy 


879 


gi2y4oojlU 


Homo sapiens 


putative fibrinogen-like protein 


OAQ5 


OQ 

yy 


O 17 


glZ7 /^l / jU 


nomo sapiens 


ongiopoieun-iiKe i 


jyz. 




880 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


2100 


99 


880 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


2095 


99 


880 


gi29791750 


Homo sapiens 


angiopoietin-like 1 


392 


37 


881 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


319 


66 


881 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


303 


56 


881 


gi7770139 


Homo sapiens 


AF1 19917 13 PR01722 


318 


69 


882 


gil3543706 


Homo sapiens 


AAH06003 


349 


100 


882 


gi20988061 


Mus musculus 


18100l3D10Rik protein 


333 


92 


882 


gi21619079 


Homo sapiens 




349 . 


100 


883 


gil 1493652 


Homo sapiens 


AF200708 1 calcium channel 


2552 


100 
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o score 


jrerceuiage^ 

THpnfitv 

lUciiuiy 








DiocKer resistance proiem 
CCBR1 






883 | 


gi 13924720 


Homo sapiens 


Arzozo/z_i cysnne/giuxamaxe 
transporter xl, 1 


Zj Ji 


inn 


883 


gi!5082352 


Homo sapiens 


AAH12087 member 11 


2552 


100 


884 


©14252988 


Homo sapiens 


SRPKla protein kinase 


0907 
LLj 1 


oO 


884 


gi23468345 


Homo sapiens 


SFRS protein kinase 1 


2304 


87 


884 


gi507213 


Homo sapiens 


serine kinase 




oO 


885 


gil8044358 


Homo sapiens 


A A TT1 nooi n» M i - 1 x! — 

AAH19883 Similar to lectin- 
like NK cell receptor 


z/U 


<J7 


885 


gi9837288 


Homo sapiens 


C-type lectin 


17ft 
Z/U 


<I7 


885 


gi9837292 


Homo sapiens 


C-type lectin 


270 


57 


886 


gi22164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


7571 


Af\ 

99 


886 


gi30353863 


Homo sapiens 


NAG protein 


7227 


99 


886 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


6886 


AO 


887 


gi22164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


7309 


96 


887 


gi30353863 


Homo sapiens 


NAG protein 


6965 


96 


887 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


6624 


96 


888 


gi 18645094 


uncultured 
proteobacterium 


M20/M25/M40 tamily 
peptidase, putative 


JOO 


JO 


888 . 


gil 9387947 


Mus musculus 


LUL/zizyjJ protem 




7^ 


888. 


gi28806353 


Vibrio 

parahaemolyticus 


putative ivl^u/mzo/jvwu tamiiy 
peptidase 


JO / 




889 


gil 1558029 


Homo sapiens 


organic cation transporter 


1857 


99 


889 


gil 8088251 


Homo sapiens 


AAriz05o5 oimilar to nUUl 1 
for potent brain type organic 
ion transporter 


1 QIO 


SO 


889 


gi9663H7 


Homo sapiens 


organic cation transporter 




bb 


890 


gi2 1732438 


Homo sapiens 


hypothetical protein 


977 


100 


890 


gi26330392 


Mus musculus 


unnamed protein product 


/05 


Cft 


890 


gi26390211 


Mus musculus 


unnamed protein product 


765 


on 


891 


gil3375149 


Homo sapiens 




853 


yu 


891 


gi20072584 


Mus musculus 


cDNA sequence BC027127 


259 


37 


891 


gi7259265 


Mus musculus 


region 


277 


47 


892 


gil6589003 


Homo sapiens 


AF386649_1 bromodomain- 
containing 4 


6353 


99 


892 


gil8308125 


Mus musculus 


AF461395_1 bromodomam- 
containing protein BRD4 long 
variant 


5992 


92 


892 


gi9931486 


Mus musculus 


AF273217_1 cell proliferation 
related protein CAP 


5994 


92 


893 


gi 15420828 


Homo sapiens 


AF397392 1 NOE3-1 


2504 


99 


893 


gil9386926 


Rattus norvegicus 


AF442822_1 optimedin form B 


2484 


98 


893 


gil9386930 


Mus musculus 


AF442824_1 optimedin form B 


2484 


98 


894 


gi22209078 


Homo sapiens 


hypothetical protein 
DKFZp566D234 


4474 


99 


894 


gi26337809 


Mus musculus 


unnamed protein product 


4135 


91 ! 


894 


gi6330966 


Homo sapiens 


KIAA1263 protein 


4492 


100 


895 


gil2654031 


Homo sapiens 


AAH00819 Similar to CG6950 
gene product 


1538 


99 
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895 


mucinosa*. 


i JxKiiugU ruDnpes 


ZT- : 7-t—; 

cysteine conjugate oeta-lyase 


1235 


55 


895 


gi758591 


Homo sapiens 


glutamine--phenylpyruvate 
aminotransferase 


1193 


51 


896 


gil4017833 


Homo sapiens 


KIAA1 808 protein 


2905 


99 




gU 100043 5 


Mus musculus 


A A f\ A T~I C 1 _ ^xZ 1 • j ■ 

AF404775_1 actin-bmdmg 
LIM protein 1 medium isoform 


1498 


60 


07U 




— j-T 

Mus musculus 


actin-binding LIM protein 2 


2799 


86 


897 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
LPUlo 


818 


52 


897 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


818 


52 


897 


gi6716522 


Mus musculus 


AF155821_1 CPG16 


818 


52 


898 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


818 


52 


898 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


818 


52 


COS 

oyo 




Mus musculus 


AF155821 1 CPG16 


818 


52 


899 


gil3436035 


Mus musculus 


prostaglandin E synthase 2 


1583 


83 


coo 


gi29 179467 


Danio rerio 

. 


Similar to prostaglandin E 
synthase 2 


1079 


60 


800 




Macaca fascicularis 


membrane-associated 
prostaglandin E synthase-2 


1907 


97 


Qflfi 


gilzoU:>z4/ 


Mus musculus 


Complement component 1, q 
subcomponent, alpha 
polypeptide 


945 


70 


yuu 


gizuyisobUj 


Homo sapiens 


complement component 1, q 
subcomponent, alpha 
polypeptide 


1308 


99 






Homo sapiens 


AF 1 35 1 57_1 complement C 1 q 
A chain precursor 


1308 


99 


901 


gil2841760 


Mus musculus 


unnamed protein product 


928 


80 


y\j i 




Mus musculus 


unnamed protein product 


931 


80 


901 


gi30802090 


Homo sapiens 


Similar to RIKENcDNA 
1810059G22 gene 


1127 


100 




glZi /U/4D0 


— ; ; ; 

Homo sapiens 


PAX transcription activation 
. domain interacting protein 1 
nice 


2704 


87 


902 




nomo sapiens 




3771 


97 


902 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


4115 


77 




gll4104 Jul 


Xenopus laevis 


AF172855 1 Swift 


467 


79 


903 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


531 


93 


904 


ei 15929776 




A/vti ijoxjy growin suppressor 
1 


1 Q<C 


A 1 

41 


904 


gi23271416 


Mus musculus 


Leprel protein 


135 


41 


904 


gi30582917 


Homo sapiens 


1 


135 


41 


905 


gi2443352 


Mus musculus 


platelet glycoprotein lb beta 


149 


45 


905 


gi30908853 


Homo sapiens 


synleurin 


1549 


100 


905 


gi6808603 


Homo sapiens 


AF169675_1 leucine-rich 
repeat transmembrane protein 
FLRT1 


147 


40 


906 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


1174 


100 
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906 


gil4625822 


Homo sapiens 


AF282256 1 Siglec-Ll 


1174 


100 


906 




T-Jr\m #"\ Pirn ovn n 

nomo Sapiens 


olULcU-lLke 1 


1174 


100 


907 


gil3435476 


Mus musculus 


DNA segment, Chr 10, 
University of California at Los 
Angeles 1 


900 


95 


907 


gi28279553 


Danio rerio 


Similar to DNA segment, Chr 

1 A T Till ■ ijliijiII ■ ■ A r/^ n KfiVmin >i 

iu, university oi (Jautorrua at 
Los Angeles 1 


750 


87 


907 




ivius rnuscuius 


uvi A segment, enr o, dka l u 
Doi 253, expressed 


657 


67 


908 


gil504040 


Homo sapiens 




4470 


56 


908 


giUZ, / JJ77 


nomo sapiens 


Atzuuj4o_i melanoma- 
associated antigen MG50 


A A *TA 

4470 


56 


908 




Lfl UaOpiUla 
ill CI all Ugao LCi 


rmoAno da 


2536 


36 


909 


gi 1504040 


Homo sapiens 




4470 


56 


909 


ai627V399 


xiuiiiu Sapiens 


atzuuj4o_i melanoma- 
associatea antigen mvjdu 


A yf TA 

4470 


56 


909 


ei7292259 


mel anopaster 

1 1 Awl mur.fi Q kvl 


pni9nn? pa 


ZjJo 


36 


910 


gil504040 


Homo sanien^ 




*f 1 ML 


jo. 


910 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 

aaaUUlalCU allUgCsIl IVHJJU 


4112 


56 


910 


gi7292259 


Drosonhila 
melanoffaster 




Z.DOO 




911 


gil8175295 


Homo sapiens 


CRB1 isoform II precursor 


1258 


28 


911 


gil8182323 


Mus musculus 


AF406641J crumbs-like 
piuiciu i precursor 


1242 


29 


911 


gi29144951 


Mus musculus 


5930402A21 protein 


4084 




912 


oil 1491461 


nuiiiu isapicilb 


ArlJUll/ Jo rKUZoDz 


1 T5 

173 


54 


912 


gi21 104464 


Homo sapiens 


OK/SW-CL.41 


184 


61 


912 


gi6650802 


Homo sapiens 


AF1 18094 J 7 PR01848 . 


200 


56 


on 
?ij 


glOOUoO 1 1 


Homo sapiens 


AF204231_1 88-kDaGolgl 
protein 


3237 


99 


913 


m 69699 80 


nomo sapiens 


Ar 1 1 _ 1 gOlgm 0/ 


2345 


98 


913 


(H791 141R 

£l /Zr 1 It JO 


nomo sapiens 


Ar Io4o2z 1 golgin-67 


2327 


98 


914 


{H1S0309QQ 


ivius muscuius 


protein kinase, cAMP 
dependent regulatory, type I 
□eta 


1881 


94 


914 


ai200165 


Tv/Tiio mi tc/>i ill to 

ivius rnuscuius 


cAMP-dependent protein 
kinase regulatory subunit 


1886 


94 


914 


tri!07177 


nomo sapiens 


cAMP-dependent protein 
kinase Rl-beta regulatory 
subunit 


1957 


99 


915 


gil4017915 


Homo sapiens 


KIAA1849 protein 


3460 


100 


915 


gi7022002 


Homo sapiens 


unnamed protein product 


3074 


100 


915 


gi7022284 


Homo sapiens 


unnamed protein product 


3460 


100 


916 


gii845577 


Mus musculus 


-lipoxygenase 


2619 


77 


916 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2617 


77 


916 


gi3645913 


Mus musculus 


-lipoxygenase 


2619 


77 


917 


gil5489302 


Mus musculus 


arachidonate lipoxygenase, 
epidermal 


1142 


69 


917 


gi 1845577 


Mus musculus 


-lipoxygenase 


1139 


69 


917 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 


1142 


69 
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epidermal 






918 


gil5489302 


Mus musculus 


arachidonate lipoxygenase, 
epidermal 


1263 


75 


Q1R 
yio 




Mus musculus 


-lipoxygenase 


1260 


75 


918 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


1263 


75 


Q1Q 

yiy 




Homo saniens 


hypothetical protein 


2183 


100 


919 


gi22478033 


Homo sapiens 


hypothetical protein FU22944 


3409 


91 


QIO 


<ri99Q45fi19 


T^rocnnli i 1 A 

mel anofiaster 


CG31652-PA 


131 


23 


920 


gil4 198207 


Mus musculus 


hypothetical protein BC008163 


1599 


98 


oon ! 


gj l y j*t j\jy*> 


Hntnn Qnmpncj 

XlVJlllvJ oa^JlvlLd 




1625 


100 


oon 
yzu 


cri 79 QAQfi *J 


LSI SJt>\JylU.lCL 

melanogaster 


CG4452-PA 


615 


40 


001 






cytokine-like protein C17 


238 


74 


001 

y&Y 


glo 10ZOO J 


Unnin 5imii*ri<! 
JTLUiilU oapit'115 


AF1 93766 1 cytokine-like 
protein C17 


238 


74 


000 

yJLL 


oi91 <iQ408^ 




cytokine-like protein C17 


238 


74 


000 


<riR1 ^9/iR^ 




AF193766 1 cytokine-like 
protein CI 7 


238 


74 


00 

yL5 


giz 1 j y*+y 0 <j 


Haiti n cnr\lPnQ 

XXUillU ocipiviid 


cytokine-like protein CI 7 


381 


81 


923 


gi8 132683 


Homo sapiens 


AF193766J cytokine-like 
protein C17 


381 


81 




<ri9 1 SQAQR'* 


Hnmn ^aniens 


cytokine-like protein CI 7 


263 


98 


OOA 




Unmn QftnipnQ 
OVJlllU sapiens 


AF 193766 1 cytokine-like 
protein C17 


263 


98 


925 


gi21594983 


Homo sapiens 


cytokine-like protein C17 


591 


100 




criR1^9fiR^ 


Hnmn ^aniens 


AF193766_1 cytokine-like 
protein CI 7 


591 


100 


926 


gil3396317 


Homo sapiens 




2741. 


99 


926 


gil7975777 


Homo sapiens 


vesicular inhibitory amino acid 
transporter 


2741 


99 


926 


gi3 1 566392 


Homo sapiens 


Vesicular inhibitory amino acid 
transporter 


2741 


99 


hot 

927 


mOO^fioAon 

glZZjU/4/U 


\/Tnc? rr» 1 icr»n 1 11c 

iviUo mubcuiuo 


A T4 13481 orotein 


2042 


92 


927 


rtf7n0798^ 


Pot+iic r»rkrv*»crifMici 


ZOG 


658 


39 


927 


•Qrtoni /l 

gjoUZU14 


rvaitus norvcEicub 


T>rf»nrfmnrvte factor 1 


653 


39 


928 


gil6768374 


Drosophila 
melanogaster 


GM03282p 


357 


36 


928 


■ -1 OAOOACO 

gll8088059 


Mus musculus 


EtVO\J\J&J L*\JJX\J.tx. Jjivjlvlll 


1600 


89 


928 


gi6624073 


Homo sapiens 


AC007743_1 similar to 
hepatitis delta antigen 

uiicraV/iiiig piuicm /\ 


1755 


93 


929 


gil4250638 


Homo sapiens 


AAH08783 Similar to DNA 
segment, Chr 17, human 
D6S54E 


864 


97 


929 


gi3941733 


Mus musculus 


AAC82476 BAT4 


582 


70 


929 


gi4337106 


Homo sapiens 


AAD18082 BAT4 


864 


97 


930 


gi27476065 


Oryza sativa 
(japonica cultivar- 
group) 


Putative 

phosphate/phosphoenolpyruvate 
translocator protein 


266 


30 


930 


gi5911433 


Rattus norvegicus 


AF182714_1 putative 

phosphate/phosphoenolpyruvate 

translocator 


621 


88 


930 


gi9759107 


Arabidopsis thaliana 




282 


30 
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phosphate/phosphoenolpyruvate 
translocator protein-like 






931 


gil5277895 


Homo sapiens * 


AAH12939 Similar to 
cardiotrophin-like cytokine; 
neurotrophin- 1/B-cell 
stimulating factor-3 


1204 


99 


931 


gil6356643 


Homo sapiens 


cardiotrophin-like cytokine 


1204 


99 


931 


£6007643 


Homo sapiens 


neurotrophin- 1/B-cell 
stimulating factor-3 


1204 


99 


932 


gil8490933 


Homo sapiens 


FLJ21269 protein 


846 


98 


932 


gi20268674 


Mus musculus 


MT-MC1 


715 


82 


932 


gi22003732 


Homo sapiens 


AF527367 1 MTLC 


853 


99 


933 


gil5982236 


Mus musculus 


putative methionyl 
aminopeptidase 


1095 


94 


933 


gi23306398 


Arabidopsis thaliana 


, putative 


744 


50 


933 


gi24899771 


Arabidopsis thaliana 


, putative 


744 


50 


934 


gil336013 


Mus musculus 


neurexophilin 2 


550 


45 


934 


gi22477181 


Homo sapiens 


Similar to neurexophilin 4 


1649 


99 1 


934 


_gi4104963 


Rattus norvegicus 


neurexophilin 4 


1493 


90 


935 


gil2852913 


Mus musculus 


unnamed protein product 


193 


75 


935 


gi26326067 


Mus musculus 


unnamed protein product 


193 


75 


937 


gil9387136 


Homo sapiens 


AF479748J PYRIN- 
containing APAFl-like protein 
5 


874 


99 


937 


gi202806 


Rattus norvegicus 


vasopressin receptor 


561 


68 


937 


gi28436366 


Homo sapiens 


NALP6 


874 


99 


938 


gil 1321325 


Homo sapiens 


AF311862J Lin-7b 


1030 


100 


938 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog 
of. mouse LIN-7B; mammalian 
LIN-7 protein 2 


1030 


100 


938 


gi3885828 . 


Rattus norvegicus 


lin-7-A 


1019 


98 


939 


gil4349125 


Homo sapiens 


aIpha2-glucosyltransferase 


738 


96 


939 


gi32490259 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBb0116K07.1 


190 


36 


939 


gi35 13451 


Rattus norvegicus 


potassium channel regulator 1 


718 


93 


940 


gil3325140 


Homo sapiens 


AAH04383 


2693 


100 


940 


gi35768 


Homo sapiens 


polypirimidine tract binding 
protein 


2693 


100 


940 


gi35774 


Homo sapiens 




2693 


100 


941 


ei2 1522774 






3068 


100 


941 


ei24047224 


Hrtmft CJintPtlQ 


Similar tn RfiF-lilrp-Hrvmniri 

multiple 6 


JvtO 


99 ! 


941 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


3043 


99 


942 


gi21522772 


Homo sapiens 


unnamed protein product 


3102 


100 


942 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3043 


98 


942 


gi6752658 


Homo sapiens 


AF1 86084_1 epidermal growth 
factor repeat containing protein 


3038 


98 


943 


gil 1385648 


Homo sapiens 


AF273045J CTCL tumor 
antigen sel4-3 


3867 


99 


943 


gil7980969 


Homo sapiens 


AF454056J se!4-3r protein 


5146 


99 


943 


gi29165763 


Mus musculus 


3632413B07Rik protein 


5213 


82 
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r 

Hit_ID 


GnanSac 

opecies 


Uca VI ip uuu 


S score 


Percentage 
Identity 


944 


gil3677201 


Homo sapiens 




2771 


100 


C\A A i 

944 


■ t <7AOAO/CO 

gii/youyoy 


Jtiomo Sapiens 




3140 


99 


r\A a 




Mus musculus 


^ftt?41 lRfl71?i V nrntpin 

jOjiH UDv/IuA. plUlClll j 


3613 


89 


945 


glll3oDo4o 


Homo sapiens 


jw z i jU*tj i Ksi y^i-t luiiiui 

antigen sel4-3 


3806 


94 


945 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5085 


95 


945 


gi29 165763 


Mus musculus 


"i&IIAI TRflTRilr nrntPin 

jOjZ*h jdu /ruit proicm 


5492 


85 


946 


gill385648 


Homo sapiens 


anugen sei*to 


3806 


94 


946 


gi l /youvoy 


— : 

Homo sapiens 


AFA^dfHn 1 <:p14-^r nrntein I 


5085 


95 


946 


gi29 165763 


Mus musculus 


3632413B07Rik protein 


5566 


87 


947 


gi 140432 11 


Homo sapiens 


A A UftHKQA Qimilar trt PTTfP'W 

AAiiu / jy** oimiiar io jvuvbin 
rTYNIA 4Q11498FA4 aerie 


7410 


yo 


CS.AH 

947 




Homo sapiens 


fiypOlllCllvol plULCJll 


2430 


97 


947 


gi25058997 


Mus musculus 


1110003N12Rikjprotein 


941 


63 


949 


gil9387136 


Homo sapiens 


containing APAFl-like protein 

c 

J 


17^S 
i / jj 


99 

yy 


949 


glzUzoUO 


— — " '■— 

Rattus norvegicus 


Vasopressin receptor 


1030 


64 


949 


glZo43oiOO 


Homo sapiens 


MAT P/? 


1735 


99 


95 U 


♦OA11CA1 *7 


Callus gall us 


pUlaoolUlIl dlallllCl aUUUllll 


5079 


88 


950 


gi3875660 


Caenorhabditis 
elegans 




2164 


45 


950 


gi3978472 


Rattus norvegicus 


poiassium cnaimei suduiui 


^76 1 


90 


951 


■101 AHC.\*\ 

gllol4./OlZ 


Homo sapiens 


metaiioproiease uisinicgnn 


4376 


96 


951 


— 111 AAOAOQ 

gi219Q8Q28 


Homo sapiens 


Ar*rOOZo /_i a aisiniegnn aiiu 

m r»+a1 1 r\rvrr\tf»!5 OP HAmain 

meiaiiopruieabo uum am jj 


4^60 
tJUw 


96 

y\j 


esc i 

951 


•<■) 1 AAOAOA 


nomo sapiens 


o Hi ei«i , <»tn*in 911/1 

a uisinicgrin <uiu 
mp»+a1lAnrAtP5iQp Haiti ain 


4360 


96 


952 


gil2841733 


Mus musculus 


unnamed protein product 


715 


92 


VDZ 


glloOvCoO/ 


Mus musculus 




715 


92 


952 


"i l coi one 
gl315oiy/D 


Homo sapiens 


PT T7HASQ nrntpin 

rJ-JZUHof proiein 


477 


100 


acq 

953 


• 1 C/10AC70 

gllD4zUS/y 


Mus musculus 


AE"^QKQ71 1 cmlrvrin rpnpnt- 
/VP Dyoy / alllvgrllll ICJ/Caf 

containing SOCS box protein 

i V 


2049 


83 


953 


gi!8031949 


Mus musculus 


SOCS box protein ASB-18 


800 


44 


953 


• i o AAOOAA 

giiouyzzuu 


Homo sapiens 


AR/H7Q7H 1 
AT'rLiyZXj I /\OJ5-lU 


7174 


91 


954 


gi32707 


Homo sapiens 


interferon-omega 1 


337 


51 


954 


gi386800 


Homo sapiens 


interferon-alpha 




S1 
j i 


954 


gi491284 


synthetic construct 


iriN-pseuo.o-omega z 


700 


OR 
yo 


955 


gi 15928971 


Homo sapiens 


AArll4yj 1 oimiiar io neuronal 
thread protein 




on 


yjj 




Haiti a ennipne 
OVJ111U Sapid Id 




450 


97 


955 


gi9844580 


Homo sapiens 




623 


84 


956 


gil 1559412 


Homo sapiens 


NADPH-dependent retinol 
dehydrogenase/reductase 


587 


100 


956 


gil2804321 


Homo sapiens 


AAH03019 peroxisomal short- 
chain alcohol dehydrogenase 


685 


100 


956 


gil91 13668 


Homo sapiens 


NADP-dependent retinol 
dehydrogenase short isoform 


878 


100 


957 


gi22658418 


Mus musculus 


cDNA sequence BC030934 


1499 


68 


957 


gi28838433 


Homo sapiens 


DKFZp762A2013 protein 


1759 


82 


957 


gi30842594 


Homo sapiens 


putative sulfhydryl oxidase 
precursor 


1668 


78 
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SEQ_ED 


HitJD 


Species 


Description | 


S_jscore 


Trientitv 


AC O 

958 


■ * OACO^iJA 

gil2958oo0 


. 

Homo sapiens 


AT7101Q1Q 1 oniH nViAcnlisitocA 




100 


958 


gi 1295 8663 


Homo sapiens 


J\rjJ*ij io 4 aCltl pnOSpCdldSc 

variant j 


10RS 


00 


958 


gi52871 


Mus musculus 


lysosomal acid phosphatase 


ojz. 


4S 


959 


gil 1493443- 


Homo sapiens 


AP17A117 77 PRH990Q 


1701 


100 


959 


gi28966 


Homo sapiens 


aipna i-anntrypsin 


1701 


100 


959 


gi6855601 


Homo sapiens 


ArlUO/O 1 rj\UUOo4 


1701 


100 

lvv 


960 


■i 1 jt (VI A A 1 

gi 11493443 


Homo sapiens 


AT?1imi7 77 PPO990Q 


9040 




960 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


2040 


95 


960 


gi28966 


Homo sapiens 


alpha 1- antitrypsin 


9040 


yo 


961 


gil 1493443 


Homo sapiens 


Ar 1301 1 / Z7 rK.UZZU> 


909S 
ZUZJ 


QS 


961 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


909 S 
ZUZJ 




961 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


709< 
ZUZD 


OS 


962 


gil 1493443 


Homo sapiens 


AF130117 27 PRO2209 


2036 


95 


962 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


2036 i 


95 


962 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


ZUJo 




964 


gii84l702 


Macaca fascicularis 


fertilin alpha-I isoform 


Ji3o 


70 

/u 


964 


gi2632092 


Pongo pygmaeus 


fertilin alpha protein 


A 1 75. 


OO 

yz 


964 


gi794073 


Macaca fascicularis 


fertilin alpha-I 


1 1 1S 


70 

/u 


965 


gil7887359 


Oryctolagus 
cuniculus 


1* t • 1 • ATI 

lipophilin AL2 
„ 


7/1Q 

Z4o 


04 


965 


gi41 07229 


Homo sapiens 


lipophilin A 


/ISA 
404 


100 
1UVJ 


965 


gi4107231 


Homo sapiens 


lipophilin B 


267 


60 


966 


gil3817037 


Homo sapiens 


E-type ATPase 


7Q17 

ZolZ 


QO 

yy 


966 


gi20988653 


Homo sapiens 


Similar to ectonucleoside 
triphosphate 
diphosphohydrolase 3 




OO 

yy 


966 


gi3335100 


Homo sapiens 


CD39L3 


Zo 10 


100 


967 


gil 80251 


Homo sapiens • 


precerebellin 


04Z 


S7 


967 


gi6942096 


Mus musculus 


CBLN3 


936 


93 


967 


gi6942098 


Mus musculus 


AF2 18380 1 CBLN3 


936 


y$ 


968 


gil8255724 


Mus musculus 


LOC215928 protein 


131 


28 


968 


gi21750370 


Homo sapiens 


unnamed protein product 


1136 


1 AA 
1UU 


968 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 


969 


gi21750370 


Homo sapiens 


unnamed protein product 


2545 


99 


969 


gi22328120 


Homo sapiens 


hypothetical protein 
DKFZp761Nl 1 14 


2077 


AA 

99 


969 


gi26332881 


Mus musculus 


unnamed protein product 


1 1 1 £. 

2116 


oc 
00 


970 


gil3161123 


Homo sapiens 


AF332239 1 transcript Y 10 


147 


54 


970 


gi4545317 


Acipenser ruthenus 


AF129437_1 immunoglobulin 
light chain precursor 


149 


oc 

25 


at A 

970 


«AAT7CAA 

glyyj Jjyy 


L>aimo trutta 


heavy chain 


153 


31 


971 


gil2964746 


Mus musculus 


AF316612_1 neuronal 
pentraxin receptor 


2207 


88 


971 


gi2253263 


Rattus norvegicus 


neuronal pentraxin receptor 


2232 


89 


971 


gi4160197 


Homo sapiens 




2512 


99 


972 


gi27884137 


Danio rerio 




3553 


78 


972 


gi3170615 


Mus musculus 


DOC4 


4166 


96 


972 


gi4760782 


Mus musculus , 


Ten-m4 


4188 


96 


973 


gi 147 14932 


Homo sapiens 


AAH10623 -like 1 


3770 


100 


973 


gi21748606 


Homo sapiens 


FLJ00380 protein 


3729 


96 


973 


gi541678 


Homo sapiens 


hbZ17 


3729 


96 
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SEQJD 


Hit_ID 


Species 
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Identitv 


an A 
974 


gl 1 /U44oU I 


j^ciSQmania major 


PUSSIDIC L*LLVl~umuillg iovwi 


2875 


36 


an a 
974 




jL/rosopmia 

mol'inARQctof 

mciaiiugaoicr 




3997 


46 


974 


gi7716100 


Rattus norvegicus 


AF226993J selective LIM 


8413 


95 




gizu /yyooi 


ivius muscuius i 


AF50^S75 1 muenlinin-2 


1593 


71 


975 


gi24417793 


Mus muscuius 


mucolipin 2 


1593 


71 


975 


nil A A 1 T70^ 

gl2441//9j 


Homo sapiens 


mucoiipin i, jl 


1912 


86 


976 


gi20799661 


Mus muscuius 


AF503575 1 mucolipin-2 


2394 ! 


83 


976 ! 


gi244 17793 


Mus muscuius 


mucolipin 2 


9^04 


83 


976 


gl2441 / /9j 


Homo sapiens 


mucolipin 2 


2817 


99 


977 


gllD 10147 


Homo sapiens 




109 


23 


977 


gl224 7 /432 


Homo sapiens 


nVP7P7A9M'5^ 1 f\ nrntpin 
XJpJtLX 1 OXiNZj 1 o proiem 


4532 


91 


977 


gi40302Q. 


Mus muscuius 


"C »-i l/lnnV Aimnm nTTk+Oin 

cn-2/iacZr lusion protein 


OS 8 
700 




980 


gil513059 


Homo sapiens 


serin protease with IGF- 
DinQing mom 


9901 


92 


980 


gil621244 


Homo sapiens 


novel serine protease, PRSS1 1 


2203 


92 


980 


•r An 1 rift 

gl5281519 


Homo sapiens 


A 171 1 UTD A cprinp 

Ar 1 j /OZj_i o i t\J\ serine 
proLcooe 


9901 


09 


981 


■i 1 f\f»01 nC 

glll99U12o 


— 

Camelus 

dromedarius 


chymosin 


1 187 
1 1 o / 


56 


981 


gi54U097 


Sus scrofa 


preprocnym osm 


1 1 87 


58 


981 1 


gi70Q8025 


Call ithrix j acchus 


prochymosin 




64 


982 


gl2/jDoy34 


Homo sapiens 


eXuaCclIUlai SUlIdldbC OULr'i 


293 


100 


982 


gl2/3j09Jo 


Mus muscuius 


o-vtrarNalliilnr Clllfatacp ^1 TT F-9 
eXuaCeilUlaT SUilaldbC OKJLjr-A 


288 


100 


982 


gl2ol912yU 


Homo sapiens 


SUlIaLaSc dUj-J/l prCvUTbUl 


276 


68 


984 


gjZ/1240/l 


Homo sapiens 


Zjn-Caruoxypepuaasc 


2008 i 


99 


984 


gl2/j2yo90 


Paralichthys 
olivaceus 


carooxypepuuase d 


808 


49 


984 


glOU134DJ 


Bothrops jararaca 


carooxypepuQase nomoiog 


817 


46 


985 


gi27124671 


Homo sapiens 


Zn-carboxypeptidase 


2008 


99 


985 


gi27529696 


raralicntnys 
olivaceus 


carboxypeptidase B 


808 
ouo 


40 


noc 

985 


gIOUU4DJ 


Bothrops jararaca 


narVknvimflnfinQCO nnfTlmAlT 

CarDUAypcpuudbc IlUIHUlUg 


817 


46 


986 


gil 1545705 


Homo sapiens 


1SCU1 


663 


99 


986 


gil 1545707 


Homo sapiens 


Topi to 


Of J 


100 

JLvv 


986 


gi20381021 


Mus muscuius 


Nifu-pending protein 


807 


96 


987 


gi 123 14022 


Homo sapiens . 




8S1 


so 


987 


gi22417143 


Homo sapiens 


CGI-301j>rotein 


853 


100 


987 


gi32879760 


Homo sapiens 


Snf7 homologue associated 
with Alix 1 


QOI 
OOO 


QQ 


988 


gil2805221 


Mus muscuius 


Lymphocyte antigen 6 

fnmnlpY Ionic. A 


1 n 


11 


988 


gil98924 


Mus muscuius 


Ly-6A.2 


137 


33 


988 


gi201113 


Mus muscuius 


T-cell activation protein 


137 


33 


989 


gil7512406 


Mus muscuius 


differential display and 
activated by p53 


1063 


67 


989 


gi25166615 


Homo sapiens 


AF223000J DDA3-like 
protein 


1673 


99 


989 ' 


gi25 166621 


Homo sapiens 


AF322891J DDA3-like 
protein 


1673 


99 


990 


gil5990480 


Homo sapiens 


-binding protein 2 


1570 


100 


990 


gi21961217 


Homo sapiens 


-binding protein 2 


1570 


100 


990 


gi22213050 


Mus muscuius 


B230313N05Rik protein 


1555 


98 
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HitJD 
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O 3VUI C 


Percentage 
Identity 


991 


gi204058 


. 

Rattus norvegicus 


cXuaCcllUlcu Slgual-iCiatcu 


1497 


62 


991 


gi23903 


Homo sapiens 


63kDa protein kinase 


2894 


99 


991 


gi27882123 


Danio rerio 


oimuar xo miio gen- at n v aicu 
proicin luiidbc ** 


1670 ! 


61 


992 


gi 17016967 


Homo sapiens 


AF/nSflH 1 NUANCE 


5643 


97 


992 


gil7861384 


Homo sapiens 


nespnn-z gtuiuiia 


5643 


97 


992 


gi24417711 


Homo sapiens 


ncsprui-z 


5643 


97 


993 


gi 1820475 6 


Mus musculus 




626 


68 


993 


gi217065oU 


Mus musculus 




170 


29 


993 


gi33328302 


Homo sapiens 


NS5ATP6 


997 


100 


994 


gil9353!33 


Mus musculus 




961 


66 


994 


gi26996600 


Mus musculus 


oimuar xo 14-iiice 


1468 


94 


994 


gi3240l227 


Homo sapiens 


AF525315J Clq- domain | 
containing protein 


1528 


98 


995 


♦ i /in oca o 

gil4718648 


Homo sapiens 


auanioicosc 


1633 


99 


995 


gi20987689 


Homo sapiens 


oimiiar 10 aiianioic<»c 


1838 


99 


995 


gi9255889 


Mus musculus 


A 1797871 9 1 ullantnirn^P 
Af Z/o / 1Z 1 aUalllUlLaoC 


1465 


77 


996 


gu5617341 


Homo sapiens 


T Af^-l nm+piTi TVPPiiTCnr 

Ltt\KJ"j pruicm picisUioui 


2813 


99 


996 


gi30851187 


Homo sapiens 


T A Cl'X nrnfpin 

ljwjj proicin 


1906 


99 


996 


gi579596 


Homo sapiens 


lympnocytc pruiein 


2651 


98 


997 


gil381Q285 


Rattus norvegicus 


guanine nucieouuc 

rplpQcp/pvpTinnop fsptnr 
releaser CA-vUculgv laviui 


5813 


91 


997 


gl252z2Uo 


Homo sapiens 


KoS-vJIvrz 


6407 


99 


997 


gi5 882290 


Homo sapiens 


Poo cnicmmp nnptpntlHp 
Ivao guanine iiuvicuiiuv 

pypVihtiop factor 9, 


6401 


99 


998 


gi22038159 


Homo sapiens 


AF527605 1 ziziminl 


8544 


100 


998 


glioi /4L0o 


Mus musculus 


A AQSQfiM nrntein 


8001 


92 


998 


gi3 1419757 


Mus musculus 


AAQ5Q£01 nrntpin 


8001 


92 


999 


gi 10433672 


Homo sapiens 


unnamed protein product 


1530 


100 


999 


gi 19263505 


Homo sapiens 


tkimrttViP+ipal rtrrvtpin Pf f 1 9949 

nypoulctlCal proicin rLJ izZitA 


1530 


100 


999 


gi23272394 


Homo sapiens 


KCTD2 protein 


728 


67 


1000 


gil404l697 


Homo sapiens 




1SRS 


99 


1000 


gi2l594273 


Homo sapiens 




3626 


100 


1000 


gi25303955 


Homo sapiens 




1600 




1001 


gil438532 


Rattus norvegicus 


rAl 


527 


25 | 


1001 


gil438534 


Rattus norvegicus 


rA9 


A&AO 
404U 


0/ 


1001 


gi2737l336 


Homo sapiens 


Similar to CTD-binding SR- 
like protein rA9 


2008 


97 


1002 


gi 1438534 


Rattus norvegicus 


rA9 


4640 


67 


1002 


gi27371336 


Homo sapiens 


Similar to CTD-binding SR- 
like protein rA9 


2008 


97 


1002 


gi7296722 


Drosophila 
melanogaster 


r i O909£ PA 


536 


23 


1003 


gil675220 


Cricetulus griseus 


SREBP cleavage activating 
protein 


6194 


92 


1003 


gi23240172 


Drosophila 
melanogaster 


CG33131-PA 


1077 


32 


1003 


gi30048445 


Mus musculus 


Similar to SREBP 
CLEAVAGE-ACTIVATING 
PROTEIN 


2600 


89 


1004 


gil2652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


1004 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 
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THenfifv 
lUcUUlj 


1004 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
cnannei modulatory iactor 


1983 


99 


1005 


gj26341968 


- 

Mus musculus 


unnamed protein product 


0D4 


j4 


1005 


gi27695389 


Mus musculus 


MuC5oUl / protein 


1 AC9 


OQ 

Iro 


1005 


©30481648 


Homo sapiens 




&KA 1 

OD4 


j4 


1006 


gill875318 


Mus musculus 


synaptotagmin XIII 


2004 


89 


1006 


gil4210274 


Rattus norvegicus 


AF375466 1 synaptotagmin 13 


2000 


89 


1006 


gi21410154 


Mus musculus 


synaptotagmin 13 


2004 


on 

89 


1007 


gill342591 


Mus musculus 


RanBP7/importin 7 


5415 


99 


1007 


gi32330683 


Mus musculus 


importin 7 


5427 


99 


1007 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5447 


100 


1008 


gil7939650 


Homo sapiens 


AAH19302 hypothetical 
protein FIJI 2525 


3770 


99 


1008 


gi 18676522 


Homo sapiens 


FLJ00158 protein 


1512 


1 AA 

100 


1008 


gi27462078 


Homo sapiens 


AF ll 6730 I MSTP060 


3739 


96 


1009 


gi28981429 


Mus musculus 


Ddefl protein 


4690 


95 


1009 


gi4063614 


Mus musculus 


ADP-ribosylation factor- 
directed GTPase activating 
protein isoiorm a 


4701 


94 


1009 


gi4406393 


Bostaurus 


differentiation enhancing factor 
I 


4700 


95 


1011 


gil3872813 


Homo sapiens 


fibulin-6 


541 


OO 


1011 


gil4575679 


Homo sapiens 


AF156100 1 nemicentin 




oo 


1011 


gi9280405 ! 


Homo sapiens 


AF245505 1 adlican 


1031 


An 
4/ 


1012 


gi 12843704 


Mus musculus 


unnamed protein product 


1 AAC 


OO 


1013 


gtl283325l 


Mus musculus 


unnamed protein product 


*71 A 


<9 
JO 


1013 


gil7511816 


Homo sapiens 


AAH18758 Similar to KiKiiN 
cJDJNA i i luuizuzz gene 


I40o 


yy 


1013 


gi20071o/8 


Mus musculus 




Tin 


^9 
JO 


1014 


■ i A011AC1 

gil2833251 


Mus musculus 


unnamed protein product 


1AQ 
/48 




1014 


gil7511816 


Homo sapiens 


AAHlo75o oimilar to KiKtilN 
cDNAlll0032O22gene 


1 099 
I/O 5 


on 
yu 


1014 


gi20071678 


Mus musculus 




7 AC 
/4o 


03 


1015 


•11 f/\A/» y| O 

gi 13 529248 


Homo sapiens 


___ 

Centrm 3 


ooy 


OQ 

yy 


1015 


gi224640i 


Homo sapiens 


centrin 


9A0 
04Z 


1 AA 


1015 


gi305822l5 


Homo sapiens 






OQ 

yy 


1016 


gi3 1455256 


Homo sapiens 


IMAGE3510317 protein 


2496 


100 


1016 


gi32492907 


Homo sapiens 


selenoprotein O 


2496 


1 AA 

100 


1016 


gi6572230 


Homo sapiens 




1879 


AA 

99 


1017 


gi31455256 


Homo sapiens 


IMAGE3510317 protein 


2142 


100 


1017 


gi32492907 


Homo sapiens 


selenoprotein O 


2142 


100 


1017 


gi6572230 


Homo sapiens 




3997 


99 


1018 


gi21928729 


Homo sapiens 


seven transmembrane helix 
receptor 


2190 


AA 

99 


1018 


gi6693701 


Homo sapiens 


AF147788 1 melanopsin 


.2226 


91 


1018 


gi6693703 


Mus musculus 


AF147789 1 melanopsin 


1729 


74 


1019 


gi20072741 


Mus musculus 


E430025L02Rik protein 


2634 


80 


1019 


gi28380382 


Drosophila 
melanogaster 


CG4168-PA 


309 


29 


1019 


gi439296 


Homo sapiens 


garp 


793 


37 


1020 


gi!5487302 


Homo sapiens 


medium-chain acyl-CoA 
synthetase 


1346 


99 


1020 


gil5706421 


Homo sapiens 


middle-chain acyl-CoA 
synthetasel 


1346 


99 
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1020 


gi5019275 


Bostaurus 


xen obi otic/medium-chain fatty 
acid:CoA ligase form XL-IE 


1088 


78 


1021 


gil8874700 


Homo sapiens 


AF478469_1 Rap 1 guanine 
nucleotide-exchange factor 
PDZ-GEF2B 


5803 


98 


1021 


gi20386206 


Homo sapiens 


AF478567J PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


5822 


98 


1021 


gi6650766 


Homo sapiens 


AF117947_1 PDZ domain- 
containing guanine nucleotide 
exchange factor I 


6216 


100 


1022 


gil8874698 


Homo sapiens 


AF478468_1 Rap 1 guanine 
nucleotide-exchange factor 
PDZ-GEF2A 


5923 


99 


1022 


gil8874700 


Homo sapiens 


AF478469_1 Rapl guanine 
nucleotide-exchange factor 
PDZ-GEF2B 


5923 


99 


1022 


gi20386206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


5942 




1023 


gil3810306 


Homo sapiens 


transmembrane protein 7 


261 


37 


1023 


gil8250724 


Mus musculus 


transmembrane protein 7 


257 


36 


1023 


gi20270907 


Oncorhynchus 
mykiss 


AF483531_1 VHSV-induced 
protein-5 


233 


33 


1024 


gi20071315 


Mus musculus 


AA589509 protein 


1116 


76 


1024 


gi21779866 


Mus musculus 


AF458068 1 IL-17RE 


2052 


66 


1024 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


2896 


100 


1025 


gi20071315 


Mus musculus 


AA589509 protein 


1116 


76 


1025 


gi21 779866 


Mus musculus 


AF458068J IL-17RE 


2028 


72 


1025 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


2928 


100 


1026 


gil4150450 


Rattus norvegicus 


AF241241J UDP- 
GalNAcipolypeptide N- 
acetylgalactosaminyltransferase 
T9 


1350 


93 


1026 


gi25809274 


Homo sapiens 


polypeptide N- 

acetylgalactosaminyltransferase 
10 


1390 


97 


1026 


gj28268676 


Homo sapiens 


UDP-N-acetyl-alpha-D- 
galactosamine:polypeptide N- 
acetylgalactosaminyltransferase 
10 


1384 


96 


1027 


gil5217067 


Homo sapiens 


AF400436_1 stem cell factor 
isoform 1 


1 A1 C\ 

1019 


95 


1 AIT 

1027 


' -I 01*7/1 T7 

gtl 827477 


Felis catus 


stem cell factor 


80£ 


oh 


1027 


gi337934 


Homo sapiens 


stem cell factor 


1019 


95 


1028 


gil377895 


Homo sapiens 


OB-cadherin-2 


1572 


56 


1028 


gi30171995 


Homo sapiens 


cadherin-24 


2721 


93 


1028 


gi30171998 


Homo sapiens 


cadherin-24 variant 


2987 


99 


1029 


gil377895 


Homo sapiens 


OB-cadherin-2 


1621 


60 


1029 


gi30171995 


Homo sapiens 


cadherin-24 


2770 


99 


1029 


gi30171998 


Homo sapiens 


cadherin-24 variant 


2721 


93 


1030 


gil398903 


Mus musculus 


Ca2+ dependent activator 
protein for secretion 


6763 


94 : 


1030 


gi21541504 


Homo sapiens 


AF458662_1 calcium- 
dependent activator protein for 


6440 


93 
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secretion protein 






1030 


gi577428 


Rattus norvegicus 


Ca2+-dependent activator 
protein; calcium-dependent 
actin-binding protein 


6449 


93 


1031 


gi 11071729 


Homo sapiens 


putative dipeptidase 


1847 


99 


1031 


gill 125344 


Homo sapiens 


putative metallopeptidase 


1319 


72 


1031 


gi32490515 


Mus musculus 


putative membrane-bound 
dipeptidase-3 


1313 


71 


1032 


gi 11493652 


Homo sapiens 


AF200708_1 calcium channel 
blocker resistance protein 
CCBR1 


2552 


100 


1032 


gil3924720 


Homo sapiens 


AF252872_1 cystine/glutamate 
transporter xCT 


2552 


100 


1032 


gil5082352 


Homo sapiens 


AAH12087 member 11 


2552 


100 


1033 


gil7028348 


Homo sapiens 


DKFZP586G1517 protein 


3748 


100 


1033 


gi20987924 


Mus musculus 


2410004L15Rik protein 


3473 


92 


1033 


gi29612455 


Mus musculus 


2410004L15Rik protein 


3807 


92 


1034 


gil9352987 


Homo sapiens 


Similar to KIAA0433 protein 


6348 


98 


1034 


gi2887437 


Homo sapiens 


KIAA0433 


6487 


99 


1034 


^31418648 


Mus musculus 




4981 


97 


1035 


gil 1066463 


Rattus norvegicus 


AF225961J RhoGEF 
glutamate transport modulator 
GTRAP48 


6385 


80 


1035 


gil9387126 


Mus musculus 


AF467766__1 guanine 
nucleotide exchange factor 


1778 


33 


1035 


gi71 10160 


Homo sapiens ! 


guanine nucleotide exchange 
factor 


1792 


38 


1036 


gi 10726794 


Drosophila 
melanogaster 


CG5521-PA 


508 


35 


1036 


gi24061707 


Mus musculus 


GAP-related interacting partner 
toE12 


986 


97 


1 A^^ 

1036 


gi4240257 


Homo sapiens 


KIAA0884 protein 


2491 


100 


1037 


gi20269957 


Sus scrofa 


AF498759J phospholipase C 
delta 4 


1472 


85 


i rtn 
1UJ/ 


giz 13076 10 


Mus musculus 


phospholipase C delta 4 


1327 


77 


1 AO*7 

1037 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


1295 


76 


1038 


gil6552885 


Homo sapiens 


unnamed protein product 


2084 


99 


1038 


gi2632605l 


Mus musculus 


unnamed protein product 


1085 


54 


1038 


gi26327387 


Mus musculus 


unnamed protein product 


1085 


54 


1039 


gil 8480186 


Mus musculus 


olfactory receptor MOR261-6 


1323 


81 


1039 


gi32052343 


Mus musculus 


olfactory receptor 
GA_x6K02T2P3E9-4384160- 


1323 


81 


1039 


gi9368991 


Homo sapiens 




1410 


100 


1040 


gi29791964 


Homo sapiens 


Thrombospondin 4 


4798 


99 


1040 


gi311626 


Homo sapiens 


thrombospondin-4 


4787 


99 


1040 


gi3860231 


Mus musculus 


thrombospondin-4 


4557 


93 


1041 


gi 14043083 


Homo sapiens 


AAH07524 sperm associated 
antigen 9 


660 


100 


1041 


gi24460121 


Homo sapiens 


AF327452J JNK-associated 
leucine-zipper protein 


273 


98 


1041 


gi29169179 


Homo sapiens 


PHET 


343 


98 


1042 


gi21654741 


Homo sapiens 


peptide/histidine transporter 


2771 


95 


1042 


gi2208839 


Rattus norvegicus 


peptide/histidine transporter 


2344 


82 
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1042 


©33126130 


Homo sapiens 


peptide/histidine transporter 


2736 


94 


1043 


gi22831474 


Drosophila 
melanogaster 


CG14622-PC 


2508 


47 


1043 


gi22831475 


Drosophila 
melanogaster 


CG14622-PB 


2508 


47 


1043 


gi29477075 


Mus musculus 


Similar to dishevelled 
associated activator of 
morphogenesis 1 


2521 


93 


1044 


gi 15 929979 


Homo sapiens 


A ALT1CVI10 p' '1 n . 4-„ rtl-nn 

AAH15418 Similar to zmc 
finger protein 345 


24/0 


1 AA 
1UU 


1044 


gi334 17243 


Mus musculus 


B2303 1 21 1 8Rik protein 


1 TOO 

1 /oo 


5/ 


1044 


gi5080758 


Homo sapiens 


A iTlAIOyn 1 DPOll 1Q1 1 

AL0U7o42 5 nCioliyi 1 


1 noo 

ly 22 


CO 

32 


1045 


gil2655913 


Homo sapiens 


AF227516 1 sprouty-4A 


Joo 


no 
98 


1045 


gil2655915 


Homo sapiens 


Ar227M /_1 Spr0Uty-4C 


DOO 


AQ 

yo 


1045 


gi29747900 


Mus musculus 


Sprouty homolog 4 


ioa 
J2U 


01 

ol 


1046 


gi29692498 


Mus musculus 


NAAG-peptidase 11 


1AAH 

344/ 


oo 
00 


1046 


gi32 11746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypepti dase 


001 a 
2819 


OA 

70 


1 f\A £. 

1046 


gi4539525 


Homo sapiens 


XT A A T A r\nnn TT mnlain 

NAALAJJase 11 protein 


7QQ1 

oool 


1AA 
1UU 


1047 


gi2 1750009 


Homo sapiens 


unnamed protein product 


1/11/1 

1414 


OO 


1047 


gi235 12248 


Homo sapiens 


bimnar to Ulauu interacting 
Protein 2 


/CO£ 
0/0 




1U47 


m'O/C/M A0£A 

gl2o44y2oy 


Macaca fascicularis 


hypothetical protein 


1/101 
1421 


oo 

yy 


1 (\A Q 

1048 


-jrfll Ol /CO 


Homo sapiens 


piexin-Di/oHr receptor 


7COQ 


AO 


1048 


gi6651051 


Mus musculus 


AF133093_2 plexin6 


3147 


40 


1048 


gi9885259 


Homo sapiens 


AF149019 1 plexin-B3 


O 1 /IA 

314U 


A(\ 

4U 


1049 . 


gil5081392 


Homo sapiens 


A COO CO 1 *7 1 XT API - m 4mm 

At 3 95 81 7 1 NAC1 protein 


1 o<o 
12uo 


rc 
JJ 


1049 


gi30931339 


Mus musculus 


Nacl -pending protein 


1254 


57 


1049 


gi33392751 


Homo sapiens 


NAC1 protein 


1268 


55 


1050 


gill692802 


Homo sapiens 


AF320294 1 ABCG8 


3123 


99 


1050 


gil5088540 


Homo sapiens 


AF324494 1 sterolm-2 


3127 


99 


1050 


gil5146444 


Homo sapiens 


AF351824 1 sterolin-2 


3117 


99 


1051 


gi 12652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


1051 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


1051 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


1052 


gi33395 


Homo sapiens 




703 


70 


1052 


gi33730 


Homo sapiens 


immunoglobulin lambda light 
chain 


716 


71 


1052 


gi33734 


Homo sapiens 


immunoglobulin lambda light 
chain 


716 


71 


1053 


gi2 1388773 


Homo sapiens 


kringle-containing protein 


1 O/C/l 

1 /D4 


OA 


1053 


gi21388775 


Homo sapiens 


kringle-containing protein 


1453 


78 


1053 


gi21623530 


Homo sapiens 


kringle-containing 
transmembrane protein 


1458 


68 


1054 


gil4495324 


Homo sapiens 


CMRF35A 


432 


48 


1054 


gil8490143 


Homo sapiens 


CMRF35 leukocyte 
immunoglobulin-like receptor 


432 


48 


1054 


gi396170 


Homo sapiens 


CMRF-35 antigen 


432 


48 


1055 


gi4468255 


Homo sapiens 


MHC class I antigen 


1925 


98 


1055 


gi4468256 


Homo sapiens 


MHC class I antigen 


1974 


100 


1055 


gi487909 


Homo sapiens 


HLA-A11 antigen All.l 


1914 


97 


1056 


gi21667214 


Homo sapiens 


AF465767 1 


741 


100 
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bactericidal/permeability- 
increasing protein-like 3 






1056 


gi32490539 


Homo sapiens 


RY2G5 


171 


32 


1056 


gi57732 


Rattusrattus 


potential ligand-binding 
protein 


210 ! 


35 


1057 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


2223 


99 


1057 i 


gi32490539 


Homo sapiens 


RY2G5 


524 


31 


1057 


gi57732 


Rattusrattus 


potential ligand-binding 
protein 


564 


32 


1058 


gi2l667214 


Homo sapiens 


AF465767J 
bactericidal/permeability- 
increasing protein-like 3 


1916 


99 


1058 


gi32490539 


Homo sapiens 


RY2G5 


434 


31 


1058 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


473 


55 


1059 


gi21667214 


Homo sapiens 


AF465767J 
bactericidal/permeability- 
increasing protein-like 3 


1842 


100 


1059 


gi32490539 


Homo sapiens 


RY2G5 


A1A 

434 


1 1 
31 


1059 


gi57732 


Rattusrattus 


potential ligand-binding 
protein 


All 

473 


ii 
55 


1060 


gil3529l58 


Homo sapiens 


a a unci A c\ 

AAH05349 




yy 


1060 


gi5295l4 


Sus scrofa 


neuronal endocrine protein 


1092 


95 


1060 


gi77 18079 


Homo sapiens 


neuroendocrine protein 7B2 


1 1 A Q 

1146 


i fin 

IUU 


1061 


gil5929030 


Homo sapiens 


A A I 11 A/\H 

AAH 14973 


one 


1 

IUU 


1061 


gil6551493 


Homo sapiens 


unnamed protein product 


2321 


99 


1061 


gil8698601 


Homo sapiens 


AF467443_1 Smith-Magems 
syndrome chromosome region 
candidate 7 protein 


2325 


100 


1062 


gil3543081 


Mus musculus 


claudin 6 


822 


70 


1062 


gi4128041 


Homo sapiens 


claudin-9 protein 


11 16 


10U 


1062 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 j 


1063 


gil215742 


Homo sapiens 


HIP 


434 


65 


1063 


gi 14286258 


Homo sapiens 


AAH08926 nbosomal protein 
L29 


434 


65 


1063 


•MAA A J A 

gi793843 


Homo sapiens 


ribosomal protein L29 


A 1 A 

434 


65 


1064 


gi45 87895 


Rattus norvegicus 


AF072509_1 glutamate 
receptor interacting protein 2 


3549 


00 


1064 


gi4731287 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


3281 


O 1 

81 


1U04 


glOOUlJJJ 


: 

Rattus norvegicus 


giuiamaie recepior lnieracung 
protein 2 




ou 


1065 


gi23496442 


Rattus norvegicus 


disabled-1 


2807 


96 


1065 


gi3288852 


Homo sapiens 


disabled- 1 


2865 


99 


1065 


gi8H8615 


Homo sapiens 


AF263547 1 disabled-1 


2842 


99 


1066 


gil6877456 


Homo sapiens 


AAH16974 


1711 


100 


1066 


gi20810324 


Homo sapiens 




1410 


86 


1066 


gi26351033 


Mus musculus 


unnamed protein product 


1236 


76 


1067 


gil5430703 


Homo sapiens 


AF362953_1 testis specific 
serine/threonine kinase 2 


1858 


99 


1067 


gi2738898 


Mus musculus 


protein kinase 


1683 


89 


1067 


gi33590489 


Rattus norvegicus 


serine/threonine kinase 22B 


1754 


92 
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1068 


gil2963879 


Homo sapiens 


prostaglandin D synthase 


980 


96 


1068 


gjl3543568 


Homo sapiens 


PTGDS protein 


980 


96 


1068 


gil89772 


Homo sapiens 


prostaglandin D2 synthase 


980 


96 


1069 


gil4336718 


Homo sapiens 


AE006464J8 similar to 
HAGH 


1157 


100 


1069 


gi20988885 


Mus musculus 


2810014I23Rik protein 


1153 


79 


1069 


gi2459803 


Rattus norvegicus 


RSP29 


645 


48 


1070 


gil3397835 


Homo sapiens 


annexin A13 isoform b 


1795 


99 


1070 


gi21218387 


Oryctolagus 
cuniculus 


AF510726J annexin Xmb 


1589 


88 


1070 


gi757784 


Canis familiaris 


annexin Xillb 


1621 


89 


1071 


gi204222 


Rattus norvegicus 


GABA transporter protein 


3094 


96 


1071 


gi21707908 


Homo sapiens 


, member 1 


3126 


98 


1071 


gi31658 


Homo sapiens 


GABA transporter 


3111 


98 


1072 


gil4165176 


Rattus norvegicus 


AF378093_1 sodium channel 
beta 3 subunit 


823 


98 


1072 


gi7160975 


Homo sapiens 


voltage-gated sodium channel 
beta-3 subunit 


834 


100 


1072 


gi7161889 


Rattus norvegicus 


voltage-gated sodium channel 
beta-3 subunit 


823 


98 


1073 


gj20381266 


Homo sapiens 


Glypican 2 


3040 


100 


1073 


gi440127 


Rattus norvegicus 


cerebroglycan 


2506 


82 


1073 


gi5911320 


Mus musculus 


AF105268J glypican-6 


1164 


44 


1074 


gil8676470 


Homo sapiens 


FU00132 protein 


2515 


99 


1074 


gil9344068 


Mus musculus 


2700038E08Rik protein 


3407 


77 


1074 


gi23274106 


Mus musculus 


2700038E08Rik protein 


3407 


77 


1075 


gi25396387 


Homo sapiens 


alpha 2,6-sialyltransferase 


2844 


100 


1075 


gi27650880 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


1183 


100 


1075 


gi452751 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyltransferase 


943 


54 


1076 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


2002 


99 


1076 


gi 13344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2223 


100 


1076 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


2223 


100 


1077 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


1662 


96 


1077 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


1662 


96 


1077 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


1662 


96 


1078 


gil77870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2718 


39 


1078 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2718 


39 


1078 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2712 


39 


1079 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


1290 


35 


1079 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1290 


35 


1079 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1291 


36 


1080 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


761 


31 


1080 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


792 


32 
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1080 


©671865 


Gallus gallus 


ovomacrogjobulin, ovostatin 


792 


32 


1 AO 1 

1081 


gi 177870 


Homo sapiens 


alnh a -9-m aero t?l obul in 
precursor 


2736 


39 


1 AO 1 

1081 


gl2530394o 


riorno sapiens 


alnh a-9-m nrroo'l nbulin 


2736 


39 


1081 


gi579592 


Homo sapiens 


alnVia 9-mnfToo-lobulin 690-730 


2730 


39 


1082 


11 AO C\AC 

gi2530394o 


Homo sapiens 


alnVt a.O.ma prool nhii 1 i n 


1290 


35 


1082 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1290 j 


35 


1082 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1291 ! 


36 


1083 


©17512361 


Mus musculus 


esterase 31 


2029 


66 


1083 


gi29476863 


Mas musculus 


oimiiar to esrerase j i 


2022 


66 


1083 


gi404389 


Mussp. 


carDoxyiesxerase, us -m die 


2001 


66 


1084 


gi207286 


Rattus norvegjeus 


T/"* , T? Lain mnrb-inn nrrtfoin 

l Cjr-Deta mas King protein 
large suDumi 


O / 


89 


1084 


gi26006334 


Mus musculus 


latent transforming growth 

•fontrvr V»*»ta lviflf^itlO TVAtPTIl IT. 
IovvUr Dcla UiilUlilg jjiuicm iw 


8630 


88 


1084 


gi349317o 


-— ; — 

Mus musculus 


latent TtfTP Kpta VvinHino" nrotein 


8627 


88 


1085 


gil7985371 


Homo sapiens 


13 binding protein 


861 


100 


1085 


gi 18466808 


Homo sapiens 


Ar /.oj\> i 1 l cervical canuer 1 

prOLO-oncogeiic-Liiiiuiiig piuioiu 

1VVJ1.7 


853 


99 


1085 


gi21961229 


Homo sapiens 


BRI3 binding protein 


861 


100 


1086 


gi222833 


Gallus gallus 


lvi-proiein 


2924 


42 


1086 


— 'ontA') An 

gi29 50347 


Mus musculus 


\A nrntpin 

jvi-proicin 


2908 


42 


1086 


gi407097 


Homo sapiens 


i oo jsaj protein 


2912 


42 


1087 


gi 12655165 


Homo sapiens 


A AT4H1zl^S "7\t\r* fi-nopr nrotpin 


693 


65 


1087 




riomo sapiens 


•yin** finapr nrAtftirt 256 


693 


65 


1087 


rr iAQQA1£.A 

gl4o943o4 


riomo sapiens 


AF067165 1 zinefmeer 
nrAtpin 


693 


65 


1 ACQ 

lUoo 


gllOl Jo4o 


riomo sapiens 


7\r\c fin o-pr nrotein zfb6 


311 


49 


1 ACQ 

lUoo 




I_I nm r\ com Art c 


7inc fin per orotein 256 


309 


56 


1 AOO 


gl4oy4^0*f 


Uamia ram ati c 

nomu oapiciio 


AF067165 1 zincfineer 
protein 3 


309 


56 


1 AOA 

1089 


gHZ03D4DZ 




Irpratin associated nrotein 4.7 


981 


76 


1 AOA 

1089 


m4 1 OiTC £ /! £ A 

gllZ0Jj40U 


riomo sapiens 


Vpratin associated nrotein 4 12 


970 


77 


1089 


gllZOJj404 


Homo sapiens 


lrpratin ncQACiateH nrotein 4 15 


973 


81 j 


1090 


gil2655446 


Homo sapiens 


keratin associated protein 4.4 


400 


69 


1090 


• i r\/!CCA CO 

gnZo5j4SZ 


Homo sapiens 


V-pratm nccAAiatpH Arntpin 4 V 
jvCrallil aodvvlaieu jjivjitiii *t> / 


383 


81 


1090 


gil2655460 


Homo sapiens 


lrwa+i« QCCAPtotP/1 AfAtPITl 4 1/ 
Kerallll aobUv/lalCU piULvlll *r. i^- 


400 


61 


1091 


gil2655452 


Homo sapiens 


keratin associated protein 4.7 


1219 


90 


1091 


gi 12655460 


Homo sapiens 


Keraun associaieo proiem t. iz, 


1158 


88 


1091 


gi 12655464 


Homo sapiens 


Keraiin associaieu proiem *+. u 


1260 


100 




on 1 5722084 


Homo saniens 




1991 


100 


1092 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1289 


63 


1092 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1289 


63 


1093 


gi 15722084 


Homo sapiens 




1935 


100 


1093 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1289 


63 


1093 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1289 


63 


1094 


gi20152322 


Homo sapiens 


putative G-protein coupled 
receptor 


1558 


99 


1094 


gi32526601 


Homo sapiens 


GPRC5D 


1558 


99 


1094 


gi81 18040 


Homo sapiens 


AF209923 1 orphan G-protein 


1804 


99 
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Identity 








coupled receptor 






1095 


gi 15099951 


Mus rausculus 


AF384160_1 diacylglycerol 


596 


49 








acyltransferase 2 






1095 


gil8129609 


Homo sapiens 


AF384161J diacylglycerol 


597 


49 








acyltransferase 2 






1095 


gi27693972 


Mus musculus 


diacylglycerol 0- 


596 


49 








acyltransferase 2 






1096 


gil7224598 


Homo sapiens 


AF293615_1 blood dendritic 


1134 


95 








cell antigen 2 protein 






1096 


gi 17225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1134 


95 


1096 


gil7225339 


Homo sapiens 


AF325460J dendritic lectin b 


930 


80 








isoform 






1097 


gil7224598 


Homo sapiens 


AF293615J blood dendritic 


1182 


99 








cell antigen 2 protein 






1097 


gil7225337 


Homo sapiens 


AF325459_1 dendritic lectin 


1182 


99 


1097 


gil7225339 


Homo sapiens 


AF325460_1 dendritic lectin b 


978 


84 








isoform 






1098 


gil8479834 


Mus musculus 


olfactory receptor MORI 44-1 


1220 


77 


1098 


gi21929119 


Homo sapiens 


seven transmembrane helix 


1595 


100 








receptor 






1098 


gi32063297 


Mus musculus 


olfactory receptor 


1220 


77 








GA_x6K02T2PVTD- 












14025733-14026668 






1099 


gil9526645 


Homo sapiens 


AF430017J intestinal 


775 


33 








membrane mucin MUC17 






1099 


gi5911169 


Homo sapiens 


AF147790J transmembrane 


3049 


99 








mucin 12 






1099 


gi5911171 


Homo sapiens 


AF147791 1 mucin 11 


671 


54 


1100 


gi2 19497 


Homo sapiens 


biliary glycoprotein 


446 


34 


1100 


gi3172151 


Homo sapiens 


BGPg_HUMAN 


446 


34 


1100 


gi37198 


Homo sapiens 


TM1-CEA preprotein 


446 


34 


1101 


gil504040 


Homo sapiens 




4709 


60 


1101 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 


4709 


60 








associated antigen MG50 






1101 


gi7292259 


Drosophila 


CG12002-PA 


2660 


38 






melanogaster 








1102 


gil504040 


Homo sapiens 




4596 


59 


1102 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 


4596 


59 








associated antigen MG50 






1102 


gi7292259 


Drosophila 


CG12002-PA 


2606 


38 






melanogaster 








1103 


gil0435776 


Homo sapiens 


unnamed protein product 


4413 


99 


1103 


gil 161 1734 


Homo sapiens 


AF245388 1 GREBla 


510 


46 


1 1 A1 

1103 


gi72o4653 


Mus musculus 


AF1 80470 1 Kiaa0575 


3121 


53 


1104 


gil6519041 


Drosophila 


AF427496J occludin-like 


184 


23 






melanogaster 


protein 






1104 


gi20219008 


Chlamydomonas 


AF394181_1 coiled-coii 


673 


36 






reinhardtii 


flagellar protein 






1104 


gi7301551 


Drosophila 


CG6059-PA 


169 


19 






melanogaster 








1105 


gi 126545 11 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1105 


gil4043167 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1105 


gil5079904 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1106 


gi21666374 


Mus musculus 


swan 


325 


72 


1106 


gi21666376 


Mus musculus 


swan 


325 


72 
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olt_JLU 


species 




S score 
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Identity 


1 1 a< 
11UO 


m707A77QR 


\yfnc mitcpiiltic 


3000004N20Rik protein 


704 


86 


1 1 A7 

11U/ 


-11 CATf^Q/Tl 

gUOU/Oo*o 


Unmr» coniPnc 
nOIUO aapiCIlo 


AF23345Q 1 oecanex-like 
nrotein 1 


2759 


68 


1107 


gil8157547 


Mus musculus 


AF237953 1 pecanex-like 3 


4201 


93 


1 1 A7 
1 1U/ 


gluOjUJ / / 


MUS IuUovUiUa 


AF096286 1 pecanex 1 


2767 


67 


1 1 AQ 

1 lUo 


glljU/Oo4o 


jnoniu bdpiciib 


AF9H450 1 oecanex-like 
nrotein 1 

Lrl w twill 1 


2402 


73 


1 1 AC 
1 1U5 


enl fl 157547 


IVlUo IIlUi>uuillo 


AF237953 1 oecanex-like 3 


3138 


97 


1108 


©6650377 


Mus musculus 


AF096286 1 pecanex 1 


2406 


73 


1 1 ao 
I ivy 


mOI 505750 

gjz-l jyj lo? 


nomo Sapiens 


cimilnr tn Wflfi 

oilllllOL t\J i l\s\J 


211 


71 


1 1 no 


m7A7A/LAA 


riomo Sapiens 


nnnsiTTifiH rvrotftin nroduct 


215 


57 


1 1 AO 


gl/ / IVIjI 




AF1 19917 62 PR02822 

/\_T 1 1771 / I ivvaUM i 


232 


61 


1 1 1 o 




mus muscuius 


imnampH nrotftin nroduct 


749 


83 


1 1 1 A 
1110 




mus muscuius 


imnampH nrotfMA nroduct 


749 


83 


1 1 1 A 


giz/j/uozi 


nomo sapiens 


Similar to hvnothetical nrotein 
FLJ31737 


828 


95 


1111 


gil2043567 


Homo sapiens 


unc-93 related protein 


1571 


99 


1111 

nil 






imr91 homoloff B 
-J iiuiuuiug u 


1367 


87 


mi 


gi23271746 


Mus musculus 


Unc93b protein 


1367 


87 


iiiz 


' 1 COQA4/S1 

gii jyyu4oi 


Homo sapiens 


A A 1-1 1 5fi 1 9 rin p fin per nrotein 
25 


2465 


100 


1112 


gil8490513 


Mus musculus 


Rnf25 protein 


1983 


82 


1112 


gi291794U 


Mus musculus 


Ring ringer protein 25 


1988 


82 


1113 


gll 97 16048 


Xenopus laevis 


WTae* 1 R IrinocA 
WCCID KJUdbC 


1123 


45 


1113 


gi282799o 


Xenopus laevis 


weei nomoiog 


1291 


51 


1113 


gi644770 


Xenopus laevis 


Weel A kinase 


1296 


51 


1115 


gil5030119 


Mus musculus 


111 AA5701 7"R ilr wntp-in 

j i 1UIQ /i^izxUK protein 


777 
ill 


97 


1115 


gi23093574 


Drosophila 
melanogaster 


CG32112-PA 


366 


42 


1115 


gi23093575 


Drosophila 
melanogaster 


r*r*i r ) \ i o DT3 
Cvj-iZllZ-ro 


107 
jy i 


47 


1116 


gil 1493409 


Homo sapiens 


AU11A117 in ppnnsoj? 

Ar 131/11/ 1U rKAJUo^o 


170 


59 


1116 


gi21708029 


Homo sapiens 


similar to Alu subfamily SQ 
sequence contamination 
warning entry 


135 


70 


1116 


gi28800991 


Homo sapiens 


unnamed protein product 


174 


67 


1117 


gil3810898 


Rattus norvegicus 


AriZ22io_i mm Dm Dmaing 
protein long isoform 


51 5 




1117 


gi2370143 


Homo sapiens 


immunoglobulin-like domain- 
containing 1 


503 


32 


1117 


gi2645890 


Homo sapiens 


Kjarl 


5m 




1118 


gi2370143 


Homo sapiens 


immunoglobulin-like domain- 
containing 1 


0\J 1 


JO 


1118 


gi32330685 


Mus musculus 


inhibin binding protein/pl20 
long isoform 


310 


38 


1118 


gi32330691 


Mus musculus 


inhibin binding protein/pl20 
variant 4 


310 


38 


1119 


gi21595190 


Mus musculus 


2510001A17Rik protein 


4878 


95 


1119 


gi21707128 


Homo sapiens 


Ran binding protein 1 1 


5047 


99 


1119 


gi6650612 


Homo sapiens 


AF1 11 109 J Ran binding 
protein 1 1 


5047 


99 


1120 


gil399805 


Homo sapiens 


Bbp/53BP2 


2078 


46 


1120 


gil6197705 


Homo sapiens 


ASPP2 protein 


2439 


47 


1120 


gil8652832 


Homo sapiens 


ASPP1 protein 


5703 


99 
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1122 


gi2598461 


Homo sapiens 




1893 


97 


1122 


gi31418316 


Homo sapiens 


Heat shock 70kD protein 
binding protein 


1893 


97 


1122 


gi4049268 


Homo sapiens 


putative tumor suppressor 
STB 


1893 


97 


1123 


gill991844 


Homo sapiens 


AF243505_1 fibrocyte-derived 
protein 


676 


100 


1123 


gil2619173 


Homo sapiens 


melanoma inhibitory activity 
like protein 


676 


100 


1123 


gil2668328 


Homo sapiens 


melanoma inhibitory activity 
like protein 


676 


100 


1124 


gi22760096 


Homo sapiens 


unnamed protein product 


1047 


89 


1124 


gi27883913 


Homo sapiens 


POTE 


525 


46 


1124 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


743 


85 


1125 


gil 1990779 


Homo sapiens 




548 


43 


1125 


gi22760096 


Homo sapiens 


unnamed protein product 


831 


87 


1125 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


743 


85 


1126 


gil 1493483 


Homo sapiens 


AF130U7 48 PRO2550 


265 


67 


1126 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


259 


66 


1126 


gi7770139 


Homo sapiens 


AF1 19917 13 PR01722 


266 


60 


1128 


gil6588454 


Homo sapiens 


AF3 12374 1 AGTRAP protein 


708 


95 


1128 


gil6878260 


Homo sapiens 


AAH17328 Similar to 
angiotensin II, type I receptor- 
associated protein 


726 


100 


1128 


gi9621816 


Homo sapiens 


AF165187 1 ATRAP 


708 


95 


1129 


gil2330704 


Mus museums 


AF333770_1 cell recognition 
molecule CASPR4 


1376 


71 


1129 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


1864 


98 


1129 


gi21961652 


Mus musculus 


contactin associated protein 4 


1376 


71 


1130 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


6812 


99 


1130 


gil8390059 


Homo sapiens 


AF463518_1 cell recognition 
protein CASPR4 


4738 


70 


1130 


gi21961652 


Mus musculus 


contactin associated protein 4 


4709 


68 


1131 


gi!0336504 


Homo sapiens 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransferase 


2014 


61 


1131 


gi21552746 


Homo sapiens 


AF410457J putative 
polypeptide N- 

acetylgalactosaminyltransferase 


3157 


99 


1131 


gi21552969 


Mus musculus 


AF467979_1 Williams-Beuren 
syndrome critical region gene 
17 


3098 


97 


1132 


gil3625176 


Homo sapiens 


AF251057_1 thrombospondin 


575 


46 


1132 


gil8490857 


Homo sapiens 


Thrombospondin 


575 


46 


1132 


gi31 127148 


Mus musculus 


2610028F08Rik protein 


860 


96 


1133 


gil 1907599 


Homo sapiens 


AF208291 1 protein kinase 
HIPK2 


857 


50 


1133 


gi5305331 


Mus musculus 


AF071070_1 protein kinase 
Myak-L 


856 


49 


1133 


gi5815145 


Mus musculus 


AF170304_1 nuclear body 
associated kinase 2b 


856 


49 
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1134 


0i777fi7Qfi5 


numu sapiCiio 


o miliar to JsiAAi4Z3 protein 


322 


100 


1134 


gi7243227 


Homo sapiens 


KIAA1423 protein 


322 


100 


1 134 


oi7300R05 


urosopnna 
meianogasxer 


CG13409-PA 


171 


51 


1135 


gil3529338 


Mus musculus 




1862 


48 


1 13^ 

1 ID J 


ml A<71 5fi7 
g!I4D / 1DUZ 


Homo sapiens 


calcium-promoted Ras 
inactivator 


4174 


99 


1 135 
1 IjJ 


gJ4iojZi/4 


Homo sapiens 


rasGAP-activating-like protein 


1891 


48 


1137 


gil5128103 


Mus musculus 


AF397007J nephronectin 


2962 


87 


1 1 37 


ail 517S1/K 


Mus musculus 


AF397008 1 nephronectin 


2934 


85 


1 1 37 


gHD4jUZ40 


Mus musculus 


nephronectin short isoform 


2802 


83 


1 1 3S 
1 J. Jo 


rti 1 <f\A 1 £*7< 


Homo sapiens 


AAH15704 joined to JAZF1 


2622 


100 


1 1 38 
l loo 


gu /oozio4 


Drosophila 
melanogaster 


SD04959p 


904 


42 


1138 




1V1US mUSCUlUS 


UL irLrtcDJUe protem 


1941 


96 




pi 1 7654Q7Q 


Homo sapiens 


AAH01311 mesenchymal stem 
ceil protem UoLU/j 


719 


74 


1139 


gil75 12251 


Homo sapiens 


AAH19104 mesenchymal stem 
cell protem DbuD75 


716 


74 


1139 


<ri7fi3R747 


xiomo sapiens 


Arz4z/73_1 mesenchymal 
stem cell protein DSCD75 


719 


74 


1140 


cH39Qfi7931 


nomo sapiens 


TAT? A 1 


481 


100 


1140 


gi32967237 


Homo sapiens 


TAFA3.2 


923 


100 


i 140 


cri39Q£77A3 


Mus musculus 


TP A 17 A O 

TAFA3 


390 


82 


1141 


gi32967231 


Homo sapiens 


TAFA3 


738 


100 


1 14.1 


tri37Q£771'7 


Homo sapiens 


TAFA3.2 


481 


100 


1 14.1 


gLJZyo /Z4i 


Mus musculus 


TAFA3 


634 


87 


1142 


gil0443967 


Homo sapiens 


AF268610 1 THEG protein 


1934 


88 


1 1 AO 

1 L4Z 


glZUJUoZ /4 


Homo sapiens 


testicular haploid expressed 
gene 


1934 


88 


1142 


gi7416134 


Homo sapiens 


testis-specific gene 


1934 


88 


1 1 A1 

1 L4o 


gizl928259 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


11/17 
1 14J 


gi2 1928496 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


1 1 A3 
1 143 


giz 1928655 


Homo sapiens 


seven transmembrane helix 
receptor 


916 


89 


1 1AA 
1 144 


gilo48U74o 


Mus musculus 


olfactory receptor MOR261-10 


1278 


79 


1144 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1456 


93 


1144 


gi32052225 


Mus musculus 


olfactory receptor 

GA_x6K02T2P3E9-4341246- 
4340781 


1278 


79 


1146 


gi 15779092 


Homo sapiens 


AAH14613 Similar to syntaxin 
18 


1295 


100 


1146 


gi30583139 


Homo sapiens 


syntaxin 18 


1295 


100 


1146 


gi30585223 


synthetic construct 


Homo sapiens syntaxin 18 


1295 


100 


1147 


gil4573319 


Homo sapiens 


AF334755 1 interleukin-1 
HY2 


812 


99 


1147 


gi 14573321 


Homo sapiens 


AF334756 1 interleukin-1 
HY2 


812 


99 


1147 


gil8025344 


Homo sapiens 


interleukin-1 receptor 
antagonist-like FIL1 theta 


809 


99 


1148 


gi!668744 


Homo sapiens 


HHa5 hair keratin type I 


1114 


72 
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intermediate filament 


S_score 


Percentage 
Identity 


1148 
1148 

1149 


gi3724107 
gi4103158 

gi23271416 


Homo sapiens 
Mus musculus 

Mus musculus 


type I hair keratin 5 
hair keratin acidic 5; Ha5 
keratin 

Leprel protein 


1114 
1U6 

141 


72 

72 i 
30 


1149 
1149 

1150 


gi30582917 
gi6166378 

gil6550754 


Homo sapiens 
Mus musculus 

Homo sapiens 


1 

AF165163J growth 
suppressor 1L 


139 
143 


30 


1150 

1150 
1151 


ml 699265 

gi27529955 
^14595019 


nuino sapiens 

Mus musculus 
Homo sapiens 


unnamed protein product 
malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 
mBBl 
keratin 6 irs 


1337 
389 

1284 
1990 


90 
57 

86 

76 1 


1151 
1151 
1152 


gil8031724 
gi27901522 
gil 1066090 


Mus musculus 
Homo sapiens 
Homo sapiens 


keratin protein K6irs 

keratin 6 irs3 
AF195192J matrix 
metalloprotease MMP-27 


1948 
2519 
2233 


/ j 
94 
84 


1152 
1152 


gil2006364 
gi3511149 


Tupaia belangeri 
Gallus gallus 


AF281673_1 matrix 
metalloproteinase-27 


1859 


71 


1153 


gil 1066090 


Homo sapiens 


matrix metalloproteinase 
AF195192_1 matrix 
metalloprotease MMP-27 


1213 


50 

o*f 


1153 
1153 


gil2006364 
gi3511149 


Tupaia belangeri 
Gallus gallus 


AF281673J matrix 
metal Ioproteinase-27 
matrix metalloproteinase 


1859 
1213 


71 
50 


1154 
1154 


gi24710913 
gi5739507 


Homo sapiens 
Homo sapiens 


suppressor of fused 

AF175770J suppressor of 
fused 


2599 
2594 


100 
99 


1154 


gi6689894 


Homo sapiens 


AF159447J Suppressor of 
Fused 


2599 


100 


1155 


gi20387085 


Oncorhynchus 
mykiss 


-1 


680 


31 


1155 
7l55 


gi21667212 


Homo sapiens 


AF465766J 

bactericidal/permeability- 
increasing protein-like 2 


2600 


100 


1156 
1156 


gi28 173296 

gi!2082687 
gi24047297 


Cyprinus carpio 

Homo sapiens 
Homo sapiens 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 
Sry-related HMG-box protein 


ICY) 

2066 


100 


1156 
1157 

1157 


gi8894593 
gil9526647 * 

gi21758574 


Homo sapiens 
Homo sapiens 

Homo sapiens 


SRY-boxl8 
SOX18 protein 
AF462348J oxidored-nitro 
domain-containing protein 


2066 
2066 
842 


100 
100 
92 


1157 


gi7303522 


Drosophila 
melanogaster 


unnamed protein product 
CG13178-PA 


922 
173 


97 
32 


1158 
1158 


gil9526647 
gi21758574 


Homo sapiens 
Homo sapiens 


AF462348J oxidored-nitro 
domain-containing protein 


842 


92 


1158 

1159 
1159 


gi7303522 

gil794221 
gil794223 


Drosophila 
melanogaster 
Mus musculus 
Mus musculus 


unnamed protein product 
CG13178-PA 

DNA ligase Ill-beta 

DNAligase Ill-alpha 


922 
173 

2977 
2977 


97 1 
32 

89 
89 
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1159 


gi29165722 


Mus musculus 


ligase HI, DNA, ATP- 
dependent 


3010 


89 


1160 


gil052871 


Homo sapiens 


squamous cell carcinoma 
antigen 2 


879 


45 


1160 


gil5667919 


Homo sapiens 


AF411191 1 SERPINB12 


2063 


95 


1160 


gi887465 


Homo sapiens 


leupin 


879 


45 


1163 


gi29611342 


Homo sapiens 


AF425650J MBD1- 
containing chromatin associated 
factor 


352 


52 


1163 


gi7228149 


Mus musculus 


ATFa-associated factor 


357 


29 


1163 


gi7303705 


Drosophila 
melanogaster 


CG12340-PA 


187 


31 


1166 


gi 1421 1398 


Homo sapiens 


AF380342_1 caspase-8L 


263 


100 


1166 


gil9401527 


Homo sapiens 


procaspase-8 


223 


95 


1166 


gi20381326 


Homo sapiens 


Similar to caspase 8, apoptosis- 
related cysteine protease 


263 


100 


1167 


gil0440448 


Homo sapiens 


FLJ00060 protein 


1204 


98 


1167 


gi30466084 


Bos taurus 


killer cell immunoglobulin-like 
receptor KIR3DS1 


800 


53 


1167 


gi30466086 


Bos taurus 


killer cell lmmunoglobulm-hke 
receptor KIR3DL1 


783 


53 


1168 


gil799570 


Rattus norvegicus 


TIP120 


4573 


99 


1168 


gi29792160 


Homo sapiens 


TIP120 protein 


4586 


99 


1168 


gi7688703 


Homo sapiens 


AF157326J TIP120 protein 


4573 


99 


1169 


gi!3016701 


Homo sapiens 


activating coreceptor NKp80 


1226 


100 


1169 


gi22449867 


Macaca fascicularis 


NKp80NK receptor 


1122 


90 


1169 


gi7188567 


Homo sapiens 


AF175206J lectin-like 
receptor Fl 


1226 


100 


1171 


gi21619190 


Homo sapiens 


-like lX-linked 


2785 


100 


1171 


gi3021409 


Homo sapiens 


like 1 protein 


3057 


100 


1171 


gi30353941 


Homo sapiens 


TBL1X protein 


3057 


100 


1172 


gil699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


671 


65 


1172 


gi27529955 


Mus musculus 


mBBl 


646 


67 


1172 


gi33355691 


Homo sapiens 


transmembrane channel-like 
protein 4 


642 


100 


1173 


gil699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


671 


65 


1173 


gi27529955 


Mus musculus 


mBBl 


646 


67 


1173 


gi33355691 


Homo sapiens 


transmembrane channel-like 
protein 4 


642 


100 


1174 


gil6550754 


Homo sapiens 


unnamed protein product 


1881 


100 


1174 


gil699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


930 


81 


1174 


gi27529955 


Mus musculus 


mBBl 


1810 


95 


1175 


gil3 182755 


Homo sapiens 


AF212237 1 HPHRP 


1210 


100 


1175 


gil5929309 


Homo sapiens 


Phosphodiesterase related 


1210 


100 


1175 


gi29791939 


Homo sapiens 


phosphodiesterase related 


1210 


100 


1177 


gil0047271 


Homo sapiens 


KIAA1598 protein 


789 


99 


1177 


gi22539701 


Mus musculus 


4930506M07Rik protein 


818 


96 


1177 


gi26349641 


Mus musculus 


unnamed protein product 


818 


96 
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1178 ! 


gil4272704 


Homo sapiens 


unnamed protein product 


ID / 


96 


1178 


gil9575509 


Homo sapiens 


unnamed protein product 


164 


100 


1178 


gil9575655 


Homo sapiens 


unnamed protein product 


164 


100 


1182 


gil3377880 


Cricetulus 
longicaudatus 


AF336043J arginine N- 
methyltransferase p82 isoform 


3253 


85 


1182 


gil3377882 


Cricetulus 
longicaudatus 


AF336044_1 arginine N- 
methyltransferase p77 isoform 


3253 


85 


1182 


©13879453 


Mus musculus 


cDNA sequence BC006705 


3260 


85 


1183 


gil4424574 


Homo sapiens 


AAH09315 phosphatidylserine 
decarboxylase 


777 


100 


1183 


gil6306618 


Homo sapiens 


AAH01482 phosphatidylserine 
decarboxylase 


1218 


96 


1183 


gil91185 


Cricetulus griseus 


phosphatidylserine 
decarboxylase 


1128 


88 


1184 


gil0086253 


Homo sapiens 


glucocorticoid-induced GILZ 


40U 


Q2 

yo 


1184 


gil 1907580 


Mus musculus 


AF201289_1 TSC22-relatea 
inducible leucine zipper 3c 




on 
o/ 


1184 


gi5919161 


Homo sapiens 


AF183393_1 TSC-22-hke 
Protein 


4oU 


OQ 

yo 


1185 


gil3874437 


Homo sapiens 


cerebral protein- 1 1 


I4D/ 


DO 


1185 


gi20987344 


Mus musculus 


LOC212904 protein 


3064 


89 


1185 


gi24980850 


Homo sapiens 




3283 


tuu 


1186 


gil4035978 


Homo sapiens 


unnamed protein product 


2577 


1 f\f\ 


1186 


gil4272784 


Homo sapiens 


unnamed protein product 


2577 


100 


1186 


gil692335l 


Homo sapiens 


AF204270 1 RbBP-35 


1431 


99 


1187 


gil8676660 


Homo sapiens 


FU00229 protein 


930 


97 


1187 


gil9343701 


Mus musculus 


R1KEN cDNA A630054L15 


913 


93 


1187 


gi25955706 


Homo sapiens 


Similar to hypothetical protein 
MGC38041 


936 


97 


1188 


gil7865311 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


4646 


100 


1188 


gi27549552 


Homo sapiens 


dipeptidyl peptidase lY-related 
protein-2 


4646 


100 


1188 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4787 


99 


1189 


gil78653U 


Homo sapiens 


AF452 102_1 dipeptidyl 
peptidase-like protein 9 


4384 


95 


1189 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4384 


95 


1189 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4525 


yj 


1190 


gil7865311 


Homo sapiens 


AF452102M dipeptidyl 
peptidase-like protein 9 


A CC 1 

4551 


no 


1190 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein- z 


AC C 1 

4551 


no 

98 


1190 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4692 


98 


1191 


gil3097642 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1191 


gil3279149 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1191 


gil3436422 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1192 


gil6549206 


Homo sapiens 


unnamed protein product 


680 


100 


1193 


gi21756739 


Homo sapiens 


unnamed protein product 


4771 


97 


1193 


gi6453538 


Homo sapiens 


hypothetical protein 


4159 


99 


1193 


gi6634025 


Hpmo sapiens 


KIAA0379 protein 


3467 


67 


1194 


gil2652695 


Homo sapiens 


AAH00O96 HtrA-like serine 
protease 


2116 


93 


1194 


gi5870865 


Homo sapiens 


serine protease 


2116 


93 



WO 2004/080148 



PCT/US2003/030720 



234 
TABLE 2 B 





mi lmj 


opcvlcs 


T^ocprinf'inn 
Ucall 1|)UUU 


U ovul V 


Pprrpntaop 
rci VWllacC 

Tdentitv 


1194 


gi7672669 


Homo sapiens 


AF141305_1 serine protease 
Htra2 j 


2116 


93 


1 10S 

1 iyj 


ai11R7QRS 
gl 100 fyOD 


nuulO SaDlGJla 


A 1 aHprmsinp rpf\pntnr 


904 


100 


1195 


gi20988265 


Homo sapiens 


adenosine A3 receptor 


904 


100 


1195 


_gi22658481 


Homo sapiens 


adenosine receptor A3 


904 


100 


1 1 GC 

iiyo 


glz4U/o514 


Mus musculus 


Ar4j4yj4 1 cross venuess-z 




Ol 

yl 


1196 


gi32816043 


Mus musculus 


BMP-binding endothelial 
regulator precursor protein 


988 


91 


1196 


gi32892146 


Homo sapiens 


crossveinless-2 


i noc 

1085 


100 


1197 


gil8479346 


Mus musculus 


olfactory receptor MOR101-1 


1334 


82 


1197 


gi 18480772 


Mus musculus 


olfactory receptor MORI 01-2 


1415 


84 


1197 


gi32054443 


Mus musculus 


olfactory receptor 
GA — X6K02T2PB J 9-2443 o 1 0- 

Z444//j 


1415 


84 


1 1 QQ 


gilooUZioy 


Salmonella entenca 
subsp. enterica 
serovar Typhi 


putative DNA methylase 


7^1 


01 




01901*19091 

gizyio/yoi 


Salmonella enterica 
suDsp. enicnca 
serovar Typhi Ty2 


puxanve l/ina meuiyiase 


7^1 
i J 1 


01 

yj 


1 1QR 
i iyo 


<ri4QR7fiR 1 


Qorrqtia mor^oc^onc 

jcrrdud marcesccns 


e>n VVQ A Pfl rtC\/1 

ucuAyauciiubyi- 

■m pfVi vl trcm cfprn cp 
mcuiyiu aiiaXwi doc 


310 


j i 


1 100 
i iyy 






PrnctntrlanHiri T*J Svntlimip 
rlUMagiauuiU J-/ oy nuiaov 


290 


33 


1199 


gil6974751 


Gallus gallus 


CALII 


335 


37 


1 1QQ 
I lyy 


oifi/>6191 
glOOOlZl 


Aenopus laevis 


ml 1 

cpi-i 


901 


DO 


1200 


gi20987993 


Mus musculus 


MGC41336 protein 


1212 


90 


1900 


«t9990£'70fi 

gizzzyozuu 


1 nermosynecnococc 
us eiongauis or-i 


aspara^iiyi^iiviNA synineutse 


\C\Af\ 

1U*K) 


4^ 
f o 


1900 


gL3Z44oO 10 


r ireiiuia sp. 


asparaginyi-nviN/v synineiase 


10^A 


47 


IZU1 


glZUUO / jo I 


xiomo sapiens 


AT TV4Q1 t-irsvf tain 

AJLriviiji proicin 


9A9 

Z*rZ 


41 

*tl 


1 901 
1ZU1 


glZ 1 J JZ / /4 


MUS musculus 


A 1349^957 1 Almcfrrxm 

Ar4ZDZ 0 t_i /vimsixom 
synurorne i proiein 


917 

Z 1 / 


1R 

JO 


1901 


cri196Q1190 


numu sapiens 


AT N>iQ 1 nrntpin 
rVLdVlo 1 pi UlCUl 


949 


41 
*t i 


1202 


gil2655061 


Homo sapiens 


AAH01380 


495 


92 


1ZUZ 


glZoD /4/00 


Macaca fascicularis 


succinate dehydrogenase 
liavupruicin duuiuui 


^09 
JUZ 


01 
yj 


1ZUZ 


oi57SQ171 


xiornu sapiens 


SUOCUlaLC uciiyurugcnaic 
'fInvnnrnf'PiTi ciihtinit 


40 5 


01 




pi910981Rfi 


IVIUO lllUolsUlUo 


frPT-iraiTnTin 4* {"YPTcamtincul 
VJirjL-^aiiiiiia *tj vjx^ igaiixiim*T 


1466 


61 


1203 


gi21928188 


Mus musculus 


GPI-gamma 4; GPIgamma4 


1466 


61 


1203 


gi30931171 


Mus musculus 


GPlgamma4 protein 


1466 


61 


1904 
1ZU4 


gll jUoZj 1 1 


Homo sapiens 


A A U1 THAI Kivi/lirirr nrntatn Q 

AAriizuoi -Dinoing protein o 


1 


09 

yz 


1204 


iri0057161 




AP1 76^97 1 alnhaPP-^ 


1708 


99 


1204 


gi9957165 


Homo sapiens 


AF176329_1 alphaCP-3 


1722 


100 


1205 


gil4574118 


Caenorhabditis 
elegans 


Dumpy : shorter than wild-type 
protein 19 


233 


31 


1205 


gi 16553246 


Homo sapiens 


unnamed protein product 


881 


99 


1205 


gi21739662 


Homo sapiens 


hypothetical protein 


830 


95 


1206 


gil2653341 


Homo sapiens 


AAH00439 beta 


1742 


94 


1206 


gil2804943 


Homo sapiens 


AAH01924 beta 


1742 


94 


1206 


gi31071 


Homo sapiens 


E-l beta subunit of the 
pyruvate dehydrogenase 
complex 


1742 


94 


1207 


gil64851 


Oryctolagus 


calsequestrin precursor 


1908 


94 
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: — : — - 

cuniculus 








1207 


gi2618621 


Mus musculus 


skeletal muscle calsequestrin 


1938 


94 


1207 


gio88292 


Homo sapiens 


Cairniunc, caisctjuesuuic 


2029 


100 


1209 


gil0432376 


Homo sapiens 




3334 


99 


1209 


gil 1034760 


Homo sapiens 


XTTD A XI 

NioAN ^_ 




QQ 

yy 


1209 


gil2620l92 


Homo sapiens 


ArZooiyi 1 doriZ4 


4775 


yy | 


1210 


©2982508 


Homo sapiens 


r P*/~^T> aUa^vi 

1 L-K beta cnam 


1700 


Ql 
yj 


1210 ! 


©3002925 


Homo sapiens 


T cell receptor beta chain 


1777 


Q^ 

yj 


1210 


gi3089433 


Homo sapiens 


T cell receptor beta chain 




75 


1211 


gil200604l 


Homo sapiens 


AF267857 1 AD038 


761 


98 


1211 


gil4!89960 


Homo sapiens 


AF305818 1 PRO0764 


141 




1211 


gi33338042 


Homo sapiens 


AF173896 1 MSTP121 


143 


46 


1213 


gil7939498 


Homo sapiens 


AAH 19299 protocadherin 
gamma subfamily C, 3 


AT7H 
4/// 


yy 


1213 


gi20072790 


Homo sapiens 


protocadherin gamma 

JlnlLrjT.l-lT.I1tf 1 

subiamiiy 5 


4777 


QQ 
yy 


1213 


©2995719 


Homo sapiens 


protocadherin 43 


4707 




.1214 


gil2803363 


Homo sapiens 


LALK protein 


MAI 


QQ 

yy 


1214 


gil8088H7 


Homo sapiens 


AAH2U4yj caireticulm 


MAI 


QQ 
yy 


1214 


gi30583735 


Homo sapiens 


calreticulin 


1747 


QQ 
yy 


1215 


gi200962 


Mus musculus 


serine 1 ultra high sulfur 
protein 


254 


38 


1215 


gi200964 


Mus musculus 


serine 2 ultra high sulfur 
protein 


OQQ 

JLyy 


AT. 1 


1215 


gi3228237 


Homo sapiens 


ultra high sulfer keratin 


74R 


JO 


1218 


gil7223709 


Homo sapiens 


selenoprotein SelM 


235 


100 


1218 


gil72237ll 


Mus musculus 


selenoprotein SelM 


188 


78 ! 


1218 


gi2635l995 


Mus musculus 


unnamed protein product 


i cn 


/o 


1221 


gil00l963 


Homo sapiens 


osteopontin 


1400 


90 


1221 


gil89l5l 


Homo sapiens 


nephropontin precursor 


1400 


90 


1221 


gi992950 


Homo sapiens 


OPN-c 


1426 


98 


1222 


gil4326586 


Homo sapiens 


AF386078_1 serine-cysteine 
proteinase inhibitor clade C 
member 1 


2252 


95 


1222 


gil79l30 


Homo sapiens 


antithrombin III 


2252 


95 


1222 


gi58374l 


synthetic construct 


Antithrombin III 


2252 


95 


1223 


gil8088363 


Homo sapiens 


AAH20669 advanced 
glycosylation end product- 
specific receptor 


2004 


99 


1223 


gil84l550 


Homo sapiens 


AAB47491 receptor for 
advanced glycosylation end 
products 


2004 


99 


1223 


gi5olo59 


Homo sapiens 


receptor oi aQvancea 
glycosylation end products of 
proteins 


7004 


99 


1224 


gil3359193 


Homo sapiens 


KIAA1 660 protein 


598 


100 


1225 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8061 


99 


1225 


gi3869382 


Homo sapiens 


DNA topoisomerase II beta 


8048 


99 


1225 


gi790988 


Cricetulus 
longicaudatus 




7886 


97 


1226 


gil881713 


Rattus norvegicus 


fatty acid transport protein 


3039 


87 


1226 


gi20810561 


Mus musculus 


, member 1 


3031 


87 


1226 


gi563829 


Mus musculus 


fatty acid transport protein 


3031 


87 


1227 


gil5080010 


Homo sapiens 


AAH1 1789 Similar to COP9 


503 


44 
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complex subunit 7a 






1227 


gil5215085 


Mus musculus 


Cops7b protein 


OOJ 


/I 


1227 


gi3309176 


Mus musculus 


COP9 complex subunit 7b 


Qfifi ! 
OOO 


/ 1 


1228 


gil80251 


Homo sapiens 


precerebellin 


544 


58 


1228 


©6942096 


Mus musculus 


CBLN3 


938 


93 


1228 


©6942098 


Mus musculus 


AF218380 1 CBLN3 


938 


93 


1229 


gil5620819 


Homo sapiens 


KIAA1 880 protein 


2851 


99 


1229 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


1382 


50 


1229 


gi729U83 


Drosophila 
melanogaster 


CG1826-PA 


1382 


50 


1230 


gi21756739 


Homo sapiens 


unnamed protein product 


2878 


58 


1230 


gi26354957 


Mus musculus ! 


unnamed protein product 


5453 


95 | 


1230 


gi6634025 


Homo sapiens 


KIAA0379 protein 


3166 


57 


1231 


gi20387085 


Oncorhynchus 
mykiss 


-1 


662 


31 


1231 


gi21667212 


Homo sapiens 


AF465766J 
bactericidal/permeability- 
increasing protein-like 2 


2384 


98 


1231 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- ; 
binding protein 


680 


31 


1232 


gi20387085 


Oncorhynchus 
mykiss 


-1 


654 


31 


1232 


gi21 667212 


Homo sapiens 


AF465766J 
bactericidal/permeability- 
increasing protein-like 2 


2389 


99 


1232 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


672 


30 


1233 


gi20387085 


Oncorhynchus 
mykiss 


-1 


688 


31 


1233 


gi21667212 


Homo sapiens 


AF465766J 

bactericidal/permeability- 
increasing protein-like 2 


2595 


99 


1233 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/iipopolysaccharide- 
binding protein 


710 


31 


1234 


gil8257341 


Mus musculus 


Expressed sequence 
AW060207 


2106 


69 


1234 


gi2191168 


Arabidopsis thaliana 


contains similarity to myosin 
heavy chain 


ZU/ 


ZD 


1234 


gi2879804 


Schizosaccharomyce 
s pombe 


SPAC23A1.16C 


163 


28 


1235 


gil 1493528 


Homo sapiens 


AF130117 71 PR01953 


671 


100 


1236 


gi21754036 


Homo sapiens 


unnamed protein product 


998 


99 


1236 


gi30411057 


Mus musculus 


RIKEN cDNA B230219D22 


954 


93 


1236 


gi31565787 


Homo sapiens 


FLJ37562 protein 


1002 


100 


1237 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


3516 


99 


1237 


gi3068592 


Mus musculus 


punc 


2976 


86 


1237 


gi4206390 


Homo sapiens 


putative neuronal cell adhesion 


1569 


98 
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molecule 






1238 


gi 12667401 


Homo sapiens 


AF326731 1 NUF2R 


2347 


99 


1238 


gil4317902 


Homo sapiens 


kinetochore protein Nuf2 


2347 


99 


1238 


gi 18043223 


Mus musculus 


NUF2R protein 


1754 


73 


1239 


gil0435493 


Homo sapiens 


unnamed protein product 


2702 


99 I 


1239 


gj7022901 


Homo sapiens 


unnamed protein product 


3682 


99 


1239 


gi7688176 


Homo sapiens 


hypothetical protein 


3688 


99 


1240 


gi21634823 


Homo sapiens 


AF389428J semaphorin6D 
isoform 3 


5142 


91 


1240 


gi21634825 


Homo sapiens 


AF389429_1 semaphorin 6D 
isoform 4 


5667 


98 


1240 


gi21634827 


Homo sapiens 


AF389430_1 semaphorin 6D 
isoform 1 


3112 


63 


1241 


gi 14036200 


Homo sapiens 


unnamed protein product 


245 


97 


1243 


gi2167H05 


Homo sapiens 


RAD52B 


1134 


100 


1243 


gi23468352 


Homo sapiens 


Similar to RAD52B 


963 


99 


1243 


gi32967621 


Mus musculus 


2410008M22Rik protein 


828 


74 


1244 


gil5928404 


Mus musculus 


Fasting-inducible integral 
membrane protein TM6P1 


185 


36 


1244 


gi 18490578 


Mus musculus 


A630041N19 protein 


449 


71 


1244 


gi20379926 


Mus musculus 


Fasting-inducible integral 
membrane protein TM6P1 


185 


36 


1245 


gil 8490578 


Mus musculus 


A630041N19 protein 


875 


70 


1245 


gi29792229 


Homo sapiens 


FU90024 protein 


297 


33 


1245 


gi6013381 


Rattus norvegicus 


AF186469_1 TM6P1 


296 


33 


1246 


gi28626251 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3c 


1194 


100 


1246 


gi28626253 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3d 


1194 


100 


1246 


gi28626255 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3e 


1194 


100 


1247 


gi 17386053 


Mus musculus 


A T"» A A A O ~t A 1 T f a • 

AF444274_1 Jedi protein 


2269 


50 


1247 


gil 8044366 


Homo sapiens 


AAH20198 Similar to 
MEGF10 protein 


3468 


99 


1247 


gil8252658 


Mus musculus 


AF461685„1 Jedi-736 protein 


2269 


50 


1248 


gi20987880 


Mus musculus 


E130103I17Rik protein 


3580 


87 


1248 


gi28204917 


Mus musculus 


E130103I17Rik protein 


3801 


86 


1248 


gi4588087 


Homo sapiens 


AF095771J PTH-responsive 
osteosarcoma Bl protein 


4080 


94 


1249 


gil3591434 


Homo sapiens 




1160 


100 


1249 


gil3591435 


Homo sapiens 




976 


99 


1249 


gi!9913471 


Homo sapiens 




1265 


99 


1250 


gil6605581 


Homo sapiens 


H-revl07-like protein 5 


1451 


100 


1250 


gi21707989 


Homo sapiens 


Similar to H-revl07-like 
protein 5 


1382 


96 


1250 


gi6048565 


Homo sapiens 


AF092922_1 retinoid inducible 
gene 1 


376 


54 


1251 


gi21263094 


Rattus norvegicus 


AF5 12430 1 tramdorin 1 


1665 


81 


1251 


gi27924388 


Mus musculus 


Tramdorin 1 


1668 


82 


1251 


gi31871293 


Homo sapiens 


proton/amino acid transporter 2 


2010 


99 


1252 


gi!4571904 


Rattus norvegicus 


AF361239_1 lysosomal amino 
acid transporter 1 


1931 


78 


1252 


gi3 1324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


2174 


90 
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1252 


gi31871291 


Homo sapiens 


proton/amino acid transporter 1 


2195 


90 


1254 


gil563885 


Homo sapiens 


fibroblast growth factor 
homologous factor 1 


917 


90 


1254 


gil669500 


Mus musculus 


fibroblast growth factor 
homologous factor 1 


917 


90 


1254 


gi20988932 


Mus musculus 


Fgfl2 protein 


916 


98 


1255 


gil9263005 


Ciona intestinalis 


leucine-rich repeat dynein light 
chain 


759 


75 


1255 


gi2760161 


Anthocidaris 
crassi spina 


outer arm dynein light chain 2 


658 


67 


1255 


gi7303901 


Drosophiia 
melanogaster 


CG8800-PA 


554 


58 


1256 


gi 12666529 


Mus musculus 


b,b-carotene-9',10'- 
dioxygenase 


2356 


80 


1256 


gil2666531 


Homo sapiens 


putative b,b-carotene-9\10- 
dioxygenase 


2982 


99 


1256 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


2918 


99 


1257 


gil2666529 


Mus musculus 


^b-carotene^lO'- 
dioxygenase 


2305 


81 


1257 


gil2666531 


Homo sapiens 


putative b,b-carotene-9 , ,10 t - 
dioxygenase 


2850 


96 


1257 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


2786 


95 


1258 


gi 15559697 


Homo sapiens 


AAH 14205 Similar to neural 
cell adhesion molecule 1 


157 


28 


1258 


gi28703938 


Homo sapiens 


Similar to neural cell adhesion 
molecule 1 


157 


28 


1258 


gi61 


Bos taurus 


calmodulin-independent 
adenylate cyclase 


158 


28 


1260 


gi 1079734 


Mus musculus 


citron 


1291 


94 


1260 


•r*rf A c OA A 

gi2745840 


Rattus norvegicus 


postsynaptic density protein; 
citron 


1262 


93 


1260 


gi3599509 


Mus musculus 


rho/rac-interacting citron 
kinase 


1286 


94 


1261 


gi28277755 


Danio rerio 


proteinase inhibitor, clade E, 
member 2 


479 


30 


1261 


gi28435507 


Sus scrofa 


nexin-1 


467 


30 


1261 


gi32485107 


Homo sapiens 


nexin-related serine protease 
inhibitor 


2002 


92 


1262 


gil3383364 


Homo sapiens 


claudin-1 


223 


97 


1262 


gil5214678 


Homo sapiens 


AAH12471 claudin 1 


223 


97 1 


1262 


gi7381083 


Homo sapiens 


AF134160 1 claudin-1 


223 


97 | 


1263 


gi 13542685 


Mus musculus 


SARla gene homolog 


441 


54 


1263 


gi21634445 


Homo sapiens 


AF274026J GTP-binding 
protein Sara 


446 


57 


1263 


gi33 150636 


Homo sapiens 


AF087897J GTP binding 
protein 


446 


57 


1264 


gi22902436 


Mus musculus 


Sphingosine- 1-phosphate 
phosphatase 1 


717 


38 


1264 


gi23345324 


Homo sapiens 


sphingosine 1-phosphate 
phosphohydrolase 2 


2073 


100 


1264 


gi29436890 


Mus musculus 


Similar to sphingosine- 1- 
phosphate phosphotase 2 


1624 


80 


1265 


gil4 


Bos taurus 


BoWCl.l 


1214 


39 
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1265 


gil480365 


Sus scrofa 


scavenger-receptor protein 


1327 


42 


1265 


gi27464818 


Mus musculus 


scavenger receptor cysteine- 
rich type 1 protein CD 163 c- 
alpha precursor 


1339 


44 


1266 


gil4 


Bostaurus 


BoWCl.l 


1214 


39 


1266 


gjl480365 


Sus scrofa 


scavenger-receptor protein 


1327 


42 


1266 


gi27464818 


Mus musculus 


scavenger receptor cysteine- 
rich type 1 protein CD 163c- 
alpha precursor 


1339 


44 


1268 


gi21619491 


Homo sapiens 


similar to expressed sequence 
AW049604 


778 


100 


1268 


gi32967233 


Homo sapiens 


TAFA4 


778 


100 


1268 


gi32967245 


Mus musculus 


TAFA4 


698 


93 


1270 


gil8033185 


Danio rerio 


AF330001J UNC45-related 
protein 


3100 


73 


1270 


gi27436424 


Mus musculus 


» * » J IT TV T^t A t* 

stnated muscle UNC45 


3937 


94 


1270 


gi27436426 


Homo sapiens 


a ♦ » 1 i T TV TS*% A f* 

stnated muscle UNC45 


4092 


99 


1271 


gi2 1064657 


Drosophila 
melanogaster 


RH01479p 


182 


39 


1271 


gi28375475 


Homo sapiens 


unnamed protein product 


639 


99 


1271 


gi7304173 


Drosophila 
melanogaster 


CG1577-PA 


182 


39 


1272 


gil6876958 


Homo sapiens 


AAH16754 hypothetical 
protein MGC12217 


410 


100 


1273 


gl 15 823642 


Homo sapiens 


ALS2CR7 


2038 


100 


1273 


gi32485022 


Homo sapiens 


serine/threonine protein kinase 


2038 


100 


1273 


gi32485027 


Homo sapiens 


serine/threonine protein kinase 


2320 


100' 


1274 


gil2654893 


Homo sapiens 


AAH01291 j 


400 


97 | 


1274 


gi2407911 


Homo sapiens 


C016 


714 


96 


1274 


gi6733554 


unidentified 


unnamed protein product 


710 


96 


1275 


gil 8 147612 


Homo sapiens 


metalloprotease disintegrin 


4434 


95 


1275 


gi21908028 


Homo sapiens 


AF466287_1 a disintegrin and 
metalloprotease domain 33 


4434 


95 


1275 


gi2 1908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


4434 


95 


1276 


gil6551401 


Homo sapiens 


unnamed protein product 


2735 


100 


1276 


gi4972116 


Arabidopsis thaliana 


putative proline-rich protein 


133 


44 


1276 


gi7269638 


Arabidopsis thaliana 


putative proline-rich protein 


133 


44 


1277 


gil5291913 


Drosophila 
melanogaster 


LD31582p 


204 


23 


1277 


gi22477165 


Homo sapiens 




2783 


100 


1277 


gi26326895 


Mus musculus 


unnamed protein product 


1752 


69 


1278 


gi3452275 


Pseudopleuronectes 
americanus 


aminopeptidase N 


1008 


37 


1278 


gi525287 


Sus scrofa 


aminopeptidase N. 


1014 


38 


1278 


gi544755 


Oryctolagus 
cuniculus 


aminopeptidase N; APN 


1021 


37 


1279 


gil3559063 


Homo sapiens 




747 


100 


1279 


gi24416538 


Mus musculus 


1700001D09Rik protein 


708 


71 


1279 


gi9963863 


Homo sapiens 


AF226731 1 AD026 


738 


98 


1281 


gi20810533 


Homo sapiens 


hypothetical gene supported by 
AK054745; AK054745; 
AK054745; AK054745 


414 


100 


1282 


gi20810533 


Homo sapiens 


hypothetical gene supported by 


795 


100 
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AK054745;AK054745; 
AK054745; AK054745 






1282 


gi26345254 


Mus musculus 


unnamed protein product 


367 


63 


1282 


gi33244011 


Mus musculus 




374 


64 


1283 


gi20810533 


Homo sapiens 


hypothetical gene supported by 
AK054745; AK054745; 
AK054745; AK054745 


789 


99 


1283 


gi26345254 


Mus musculus 


unnamed protein product 


396 


64 


1283 


gi33244011 


Mus musculus 




403 


65 


1284 


gil8447388 


Drosophiia 
melanogaster 


RE05944p 


700 


31 


1284 


gi21645210 


Drosophiia 
melanogaster 


CG30394-PA 


700 


31 


1284 


gi21645211 


Drosophiia 
melanogaster 


CG30394-PB 


700 


31 


1285 


gil4035874 


Homo sapiens 


unnamed protein product 


910 


99 


1285 


gil4035876 


Homo sapiens 


unnamed protein product 


853 


99 


1285 


gi20070842 


Homo sapiens 


similar to hypothetical protein 
FLJ13448 


997 


99 


1286 


gil9070822 


Mus musculus 


AF364868J Myb protein 
P42POP 


145 


23 


1286 


gi20977688 


Xenopus laevis 


tumorhead 


146 


33 


1286 


gi27881626 


Homo sapiens 


LOC339344 protein 


150 


25 


1287 


gil0433236 


Homo sapiens 


unnamed protein product 


721 


99 


1288 


gil3278415 


Mus musculus 


cDNA sequence BC004018 


2402 


98 


1288 


gi26355239 


Mus musculus 


unnamed protein product 


2256 


97 


1288 


gi30354720 


Mus musculus 


AI427653 protein 


1357 


57 


1289 


gil2698037 


Homo sapiens 


KIAA1746 protein 


5541 


100 


1289 


gil6769274 


Drosophiia 
melanogaster 


LD22423p 


210 


24 


1289 


gi7298509 


Drosophiia 
melanogaster 


CG18398-PA 


214 


24 


1290 


gi21 391484 


Homo sapiens 


leucine-rich repeat domain- 
containing protein 


397 


39 


1290 


gi2139l486 


Mus musculus 


leucine-rich repeat domain- 
containing protein 


433 


40 


1290 


gi21623740 


Rattus norvegicus 


Leucine-rich repeat-containing 
protein 3 


428 


40 


1291 


gi20269073 


Homo sapiens 


putative lipid kinase 


2006 


76 


1291 


©21624340 


Homo sapiens 


ceramide kinase 


2006 


76 


1291 


gi21624342 


Mus musculus 


cerarmde kinases 


1617 


64 


1292 


gi3 12590 


Mus musculus 


biliary glycoprotein 


193 


32 


1292 


gi3549152 


Homo sapiens 


R29124 1 


175 


31 


1292 


gi74 14626 


Rattus norvegicus 


carcinoembryonic antigen- 
related cell adhesion molecule, 
secreted isoform CEACAMla- 
4C1 


176 


31 


1293 


gil 197500 


Homo sapiens 


T-cell surface antigen 


182 


22 


1293 


gi21707370 


Homo sapiens 


, sheep red blood cell receptor 


182 


22 


1293 


gi312590 


Mus musculus 


biliary glycoprotein 


193 


32 


1294 


gil8676564 


Homo sapiens 


FU00179 protein 


993 


99 


1294 


gi21411450 


Mus musculus 


C230093N12Rik protein 


1159 


91 


1294 


gi28839684 


Homo sapiens 


Similar to expressed sequence 
AI426465 


1242 


99 
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1295 


gi27923578 


Mus musculus 


cerebellin 4 precursor 


970 


96 


1 one 

1295 


gi33416458 


Mus musculus 


Cerebellin 2 precursor protein 


TOC 

725 


73 


1 one 

1295 


gi7708438 


Homo sapiens 




1020 


1 AA \ 

100 ! 


1296 


gil8490912 


Homo sapiens 


neurotensin receptor 2 


1950 


93 


1296 


gi23 138725 


Homo sapiens 


Similar to neurotensin receptor 
*> 
2 


1984 


99 


i ia^ 

1296 


gi3901028 


Homo sapiens 


neurotensin receptor 2 


1 ACC 

1955 


93 


1297 


gil5077861 


Mus musculus 


AF396877J bullous 
pemphigoid antigen 1-e 


11308 


84 


1297 


gil79519 


Homo sapiens 


bullous pemphigoid antigen 


10559 


98 


1297 


gi403124 


Homo sapiens 


bullous pemphigoid antigen 


13047 


97 


1298 


gil5077861 


Mus musculus 


AF396877_1 bullous 
pemphigoid antigen 1-e 


11308 


OA 

84 


1298 


gil79519 


Homo sapiens 


bullous pemphigoid antigen 


10559 


98 


1298 


gi403124 


Homo sapiens 


bullous pemphigoid antigen 


13047 


97 


1299 


gi27469519 


Homo sapiens 


Similar to KIAA0476 gene 
product 


1506 


100 


1299 


gi30268290 


Homo sapiens 


hypothetical protein 


1506 


100 


1299 


gi33330327 


Homo sapiens 


« TA^% * 1 • J • 

c-MYC promoter-binding 
protein IRLB 


1501 


100 


1 1 aa 

1300 


gi 15929770 


Mus musculus 


expressed sequence 

AW049604 


666 


1 AA 

100 


130U 


guzyo/Z3.> 


1 : 

Homo sapiens 


TACAC 


000 


1 AO 

1U0 


1 iaa 
130U 


guzyo /Z4 / 


Mus musculus 


1 Ar A j 


000 


1 AA 
10U 


13U1 


gll0041 1DO 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


77 Q 

lly 


AC 

SO 


1 jUI 


cri 1 £fi7££57 
gllOO/ODJZ 


— : 

Homo sapiens 


TJX TAA775. r\r/\+<»i« 

rLJ uuzzd proiem 


770 


10,0, 


1 jUI 


m«1 CAQ7/1 

gl331DUo/4 


Homo sapiens 


Ar43yy34 i unknown 


770 
/ /y 


1 AA 
1UU 


1 "xro 
uuz 


gllOU41 IDD 


Macaca fascicularis 


X-ray radiation resistance 
associaxeu 1 protein 


Ay i 

41 1 


Q1 
yj 


1302 


gil8676652 


Homo sapiens 


FU00225 protein 


444 


97 






Homo sapiens 


J\r i fjyyj t * i unKnOWn 


AAA 
444 


07 
y 1 


1303 


gi21619156 


Homo sapiens 


somatostatin 


226 


100 


1 mi 
13U3 


gl33o2oo 


Homo sapiens 


preprosomato statin I 


220 


1 AA 

1U0 


13U3 


rr«1/170QO 

gl34z/yy 


Macaca fascicularis 


preprosomatostatin 


ZZo 


1 AA 
IUU 


1304 


gl22761332 


Homo sapiens 


unnamed protein product 


AAM 

2052 


82 


1 1f\A 


gl24981080 


Mus musculus 


1 8 1 0005 H09R1K pr otem 


1103 


55 


1 1i\A 

1304 


gi33417011 


Mus musculus 




2037 


A<1 

93 


1 Q AC 

1305 


gi22761332 


Homo sapiens 


unnamed protein product 


O 1 A1 

3143 


1 AA 
100 


1305 


gi26331032 


Mus musculus 


unnamed protein product 


2468 


01 

81 


1305 


gi33417011 


Mus musculus 




2453 


Of 

85 


1306 


gi2 1744725 


Homo sapiens 


A T? A in/A1 1 _1 1 

AF478693_1 glycosyl- 
pnospnanayi-inosiioi-iYLrvivi 


1541 


48 


1306 


gi25005320 


Sus scrofa 


gjycosylphosphatidylinositol 
anchor 1 protein 


1536 


48 


1306 


gi33 149988 


Homo sapiens 


MAM domain containing 1 


3035 


100 


1307 


gil6550524 


Homo sapiens 


unnamed protein product 


799 


100 


1308 


gi20379980 


Mus musculus 


2410021P16Rik protein 


1731 


44 


1308 


gi22137453 


Mus musculus 


2410021P16Rik protein 


1734 


44 


1308 


gi28280023 


Mus musculus 


5730439E10Rik protein 


3348 


80 


1309 


gi20379980 


Mus musculus 


2410021P16Rik protein 


1634 


42 


1309 


gi22137453 


Mus musculus 


2410021P16Rik protein 


1637 


43 


1309 


gi28280023 


Mus musculus 


5730439E10Rik protein 


3226 


78 


1310 


gil9070124 


Mus musculus 


AF233346 1 zinc transporter- 


1087 


95 
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like 3 protein 






1310 


gi20563194 


Mus musculus 


AF395840 1 zinc transporter 6 


1075 


94 


1310 


gi33338012 


Homo sapiens 


AF173387 1 MSTP103 


942 


95 


1311 


gil2053097 


Homo sapiens 


hypothetical protein 


2127 


99 


1311 


gi23170343 


Drosophila 
melanogaster 


CG31556-PA 


199 


29 


1311 


£854065 


Human herpesvirus 6 


U88 


223 


32 


1312 


gil8605758 


Mus musculus 


9030409G1 IRik protein 


1343 


98 


1312 


gi6526769 


Homo sapiens 


HRIHFB2003 


1055 


97 


1312 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


822 


36 


1313 


gil9263985 


Homo sapiens 


Hypothetical protein 
MGC26766 


1565 


99 


1313 


gil9528309 


Drosophila 
melanogaster 


LD02310p 


573 


55 


1313 


gi7294955 


Drosophila 
melanogaster 


CG4080-PA 


573 


55 


1314 


gi 15030250 


Mus musculus 


Urebl-pending protein 


5270 


95 


1314 


gi22090626 


Homo sapiens 


HECT domain protem LASU1 


11690 


99 


1314 


gi6841194 


Homo sapiens 


AF161390 l HSPC272 


9665 


99 


1315 


gil3 182757 


Homo sapiens 


AF212238 1 HTPAP 


781 


89 


1315 


gi2 1542541 


Homo sapiens 


Similar to HTPAP protein 


1074 


91 


1315 


gi28381093 


Drosophila 
melanogaster 


CG12746-PD 


421 


37 


1316 


gil3 182757 


Homo sapiens 


AF212238 l HTPAP 


915 


100 


1316 


gi21 542541 


Homo sapiens 


Similar to HTPAP protein 


1204 


99 


1316 


gi28381093 


Drosophila 
melanogaster 


CG12746-PD 


539 


43 


1317 


•1 A A 1 ** A C A A 

gi 14424540 


Homo sapiens 


AAH09293 


1 1 AC 

1146 


93 


1317 


gil5342051 


Homo sapiens 


AAH13297 


1146 


93 


1317 


gi305 82231 


Homo sapiens 




1146 


93 


1319 


gil4715055 


Homo sapiens 


MGC9564 protein 


487 


31 


1319 


gil6416764 


Homo sapiens 


AF315594 1 FKSG16 


2369 


99 


1319 


gi29436772 


Danio rerio 


Similar to DNA segment, Chr 
1 1, ERATO Doi 18, expressed 


514 


30 


1320 


gil3905212 


Mus musculus 


R1KEN cDNA 1200006F02 


257 


77 


1320 


gil6416764 


Homo sapiens 


AF315594 1 FKSG16 


323 


98 


1320 


gi3 1873637 


Homo sapiens 


hypothetical protein 


323 


98 


1321 


gi32330803 


Mus musculus 


podocan protein 


2839 


91 


1321 


gi32330805 


Homo sapiens 


podocan protein 


3143 


99 


1321 


gi33636569 


Drosophila 
melanogaster 


RE27764p 


397 


27 


1322 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1470 


84 


1322 


gi20988662 


Homo sapiens 


sialic acid binding Ig-like 
lectin5 


1470 


84 


1322 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


1470 


84 


1323 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1372 


87 


1323 


gi20988662 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1372 


87 


1323 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


1372 


87 


1324 


gi!3183078 


Homo sapiens 


AF237652_1 a disintegrin-like 
and metalloprotease domain 


602 


74 
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with thrombospondin type I 
motifs-like 3 






1 JZ*f 




-— : 

Homo sapiens 


At 1 105 ALlAM-lo 

related protein 1 


on a 
0/4 


no 
98 


1324 


gi20987759 


Homo sapiens 


Similar to ADAMTS-like 1 


886 


99 




gll /oOiO 


Homo sapiens 


apolipoprotein C-E 


AO A 

424 


89 






Homo sapiens 


apolipoprotein C-II 


A 1 O 

418 


oo 

88 


1325 


gi757915 


Homo sapiens 


apoCII protein 


424 


89 


1326 


gil78836 


Homo sapiens 


apolipoprotein C-E 


424 


89 


1326 


gi30584853 


synthetic construct 


Homo sapiens apolipoprotein 

c-n 


422 


88 


1326 


gi757915 


Homo sapiens 


apoCII protein 


424 


89 


1327 


gil5779162 


Homo sapiens 


AAH14644 


477 


100 


1327 


gi21619424 


Homo sapiens 


Similar to LOC150580 


477 


100 


1328 


gil4715231 


Homo sapiens 


DMBTl/8kb.2 protein 


1486 


40 


1328 


gi4105084 


Oryctolagus 
cunicuius 


hensin 


1428 


39 


1328 


gi6624922 


Homo sapiens 


DMBTl/8kb.l protein 


1494 


41 


1329 


gil6033591 


Homo sapiens 


AF416902J SH2 domain- 
containing phosphatase anchor 
protein 2b 


991 


99 


1329 


gil6033597 


Homo sapiens 


AF416904J SH2 domain- 
containing phosphatase anchor 
protein 2d 


1003 


99 


1329 


gi208 10036 


Homo sapiens 


Fc receptor-like protein 3 


985 


99 | 


1330 


gi28974490 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1183 


100 


1330 


gi30102428 


Rattus norvegicus 


HMGIC fusion-partner-like 
protein 


1147 


95 


1330 


gi30411045 


Mus musculus 


Similar to lipoma HMGIC 
fusion partner 


1143 


94 


1331 


gil2060826 


Homo sapiens 


AF308287J serologically 
defined breast cancer antigen 
NY-BR-20 


607 


77 


1331 


gil7426418 


Mus musculus 


calmodulin-related protein 


788 


100 


1331 


gil9484098 


Mus musculus 


calmodulin-like 4 


783 


99 


1332 


gil0726831 


Drosophila 
melanogaster 


CG9986-PA 


141 


25 


1332 


gil6741164 


Mus musculus 


DNA segment, Chr 6, Wayne 
State University 163, expressed 


938 


100 


1332 


gil7862436 


Drosophila 
melanogaster 


LD27564p 


141 


25 


1333 


gil 1693044 


Homo sapiens 


WNT6 precursor 


2000 


100 


1333 


gil 3279251 


Homo sapiens 


AAH04329 Similar to 
wingless-related MMTV 
integration site 6 


2000 


100 


1333 


gi30583751 


Homo sapiens 


wingless-type MMTV 
integration site family, member 
6 


2000 


100 


1334 


gil9744304 


Homo sapiens 


AF461760 1 zinc transporter 5 


463 


94 


1334 


gi20135611 


Homo sapiens 


zinc transporter ZnT-5 


463 


94 


1334 


gi23270961 


Mus musculus 


Similar to zinc transporter 
ZTL1 


405 


85 


1335 


gil 8480366 


Mus musculus 


olfactory receptor MOR145-1 


310 


74 


1335 


gi21928214 


Homo sapiens 


seven transmembrane helix 


301 


77 
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receptor 






1335 


gi32063318 


Mus musculus 


olfactory receptor 

GA_x6K02T2PVTD- 

14054886-14053957 


310 


74 


1336 


gil2654633 


Homo sapiens 


Protein inhibitor of activated 
STAT3 


3277 


100 


1336 


gi20988856 


Homo sapiens 


protein inhibitor of activated 
STAT3 


3277 


100 


1336 


gi305829ll 


Homo sapiens 


protein inhibitor of activated 
STAT3 


3277 


100 i 


1337 


gi27449075 


Oreochromis 
mossambicus 


stearoyl-CoA desaturase 


1176 


71 


1337 


gi30350098 


Homo sapiens 


AF389338_1 acyl-CoA- 
desaturase 


1769 


99 


1337 


gi4469l73 


Gallus gall us 


delta-9 desaturase 


1149 


71 


1010 
1338 


gi 14030861 


Homo sapiens 


paraneoplastic neuronal j 
antigen MAI 


1830 


99 


1338 


gi22726261 


Homo sapiens 


AF320308_1 paraneoplastic 
antigen; MAI 


1834 


100 


1338 


gi24658774 


Homo sapiens 


paraneoplastic antigen MAI 


1834 


100 


1339 


gi29468118 


Homo sapiens 


AF357888J PAP-2-like 
protein 2 


1695 


100 


1339 


gi31580553 


Homo sapiens 


plasticity related gene 2 


1695 


100 


1339 


gi32186953 


Homo sapiens 


lipid phosphate phosphatase- 
related protein type 3 


1695 


100 


1340 


gill 137605 


Homo sapiens 




1931 


100 


1340 


gi20809333 


Homo sapiens 


actin like protein 


1928 


99 


1340 


gi684936 


Homo sapiens 


peptide with resemblance to 
the actin family; the actual start 
of the coding region has not 
been determined 


1362 


88 


1341 


gill 177510 


Rattus norvegicus 


AF287300J tandem pore 
domain potassium channel 
THIK-2 


2215 


98 


1341 


gilll775l4 


Homo sapiens 


AF287302_1 tandem pore 
domain potassium channel 
THIK-2 


2234 


100 


1341 


gi28839529 


Homo sapiens 


Potassium channel, subfamily 
K, member 12 


2234 


100 


1342 


gil4198194 


Mus musculus 


CDNA sequence BC008155 


606 


77 


1342 


gil4336716 


Homo sapiens 


AE006464 16 similar to 
FBan0003337 


1216 


100 


1342 


gi7300722 


Drosophila 
melanogaster 


CG3337-PA 


326 


40 


1343 


gill 862939 


Mus musculus 


DDM36 


1117 


43 


1343 


gil 1862941 


Mus musculus 


DDM36E 


1105 


43 


1343 


gil9570398 


Homo sapiens 


hDDM36 


1120 


43 


1344 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


4898 


98 


1344 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


4355 


95 


1344 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


4224 


94 


1345 


gil2276198 


Homo sapiens 


AF333487 1 FKSG40 


1020 


100 
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1345 


gil2408250 


Homo sapiens 


FKSG28 


1020 


1 AA 
1U0 


1345 


gil 8652934 


Xenopus laevis 


Mig30 


634 


49 


1346 


gi21410151 


Mus musculus 


LOC213895 protein 


1657 


73 


1346 | 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


4190 


99 


1346 


gi7294027 


Drosophila 
melanogaster 


CG7728-PA 


1345 


43 


1347 


gil2842044 


Mus musculus 


unnamed protein product 


554 


71 


1347 


©18921437 


Mus musculus 


2010004A03Rik protein 


850 


70 


1347 


gi20987450 


Homo sapiens 


LOC146433 


1160 


95 


1348 


gil016012 


Rattus norvegicus 


neural cell adhesion protein 
BIG-2 precursor 


5147 


92 


1348 


gi26891535 


Homo sapiens 


contactin 4 


5366 


98 


1348 


gi29837411 


Homo sapiens 


BIG-2 


5366 


98 


1349 


gi30102449 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1161 


97 


1349 


gi30908798 


Homo sapiens 


lipoma HMGIC fusion partner- 
like protein 4 


ACT 

952 


OA 

80 


1349 


gi30908800 


Rattus norvegicus 


lipoma HMGIC fusion partner- 
like protein 4 


AC 1 

951 


oU 


1350 


gil3097705 


Homo sapiens 


AAH03559, member 3 


2028 


95 


1350 


gil340142 


Homo sapiens 


alphal-antichymotrypsin 


2024 


AC 

95 


1350 


gi21961493 


Homo sapiens 


, member 3 


2025 


AC 

95 


1351 


gil850850 


Murid herpesvirus 4 


serine threonine rich 
glycoprotein 


166 


30 


1351 


gi21618556 


Homo sapiens 




3529 


91 1 


1351 


gi33304372 


Homo sapiens 


tastin 


3524 


A1 

91 


1352 


gil2053849 


Homo sapiens 


DREV protein 


1689 


100 


1352 


gil2053851 


Homo sapiens 


DREV1 protein 


1673 


99 


1352 


gil2053853 


Homo sapiens 


DREV protein 


1689 


100 


1353 


gil4627081 


Homo sapiens 


AF367017_1 caspase-1 
dominant-negative inhibitor 
Pseudo-ICE 


492 


100 


1353 


gi2 1707335 


Homo sapiens 


Similar to CARD only protein 


462 


100 


1353 


gi33793 


Homo sapiens 


interleukin-lB converting 
enzyme 


445 


92 


1355 


gi22760096 


Homo sapiens 


unnamed protein product 


1051 


93 


1355 


gi27883913 


Homo sapiens 


POTE 


497 


48 


1355 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


860 


99 


1356 


gil 1125348 


Homo sapiens 


putative protein kinase 


11920 


99 


1356 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


3408 


100 


1356 


gi8272557 


Rattus norvegicus 


AF227741 1 protein kinase 
WNK1 


5436 


73 


1357 


gil 1125348 


Homo sapiens 


putative protein kinase 


9671 


99 


1357 


gi20987908 


Mus musculus 


LOC269796 protein 


1553 


82 


1357 


gi8272557 


Rattus norvegicus 


AF227741 1 protein kinase 
WNK1 


5436 


73 


1358 


gil0946203 


Homo sapiens 


AF272363_1 neuromedin U 
receptor 2 


785 


100 


1358 


gil6877377 


Homo sapiens 


AAH16938 neuromedin U 
receptor 2 


785 


100 


1358 


gi9944990 


Homo sapiens 


AF292402_1 neuromedin U 
receptor-type 2 


785 


100 
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1359 


gil5020809 


Takifugu rubripes 


putative methionyl tRNA 
synthetase 


1823 


64 


1359 


gil7861592 


Drosophila 
melanogaster 


GH13807p 


1212 


45 


1359 


gi23171238 


Drosophila 
melanogaster 


CG31322-PA 


1212 | 


45 


1360 


gil5341975 


Homo sapiens 


AAH13184 Similar to major 
histocompatibility complex, 
class II, DP beta 1 


437 


72 


1360 


gil7389919 


Homo sapiens 


AAH17967 Similar to major 
histocompatibility complex, 
class II, DP beta 1 ! 


819 


100 


1360 


gi 18 8479 


Homo sapiens 


T TT A T%Tir* 1 

HLA-DPB1 


437 


72 


1361 


gil9701Q13 


Homo sapiens 


unnamed protein product 


1 1 A1 

1143 


Aft 

yy 


1361 


gi3342737 


Homo sapiens 


R26660_2, partial CDa 


1024 


1 AA 
10U 


1361 


gi3478640 


Homo sapiens 


T>icccr\ o /-vrvo 

R26660 2, partial CDS 


154 


1 AA 
1UU 


1 0 CI 

1362 


gu5779083 


Homo sapiens 


A A U1 A Cf\C\ 


I 1 TO 

II /Z 


AA 

yy 


1362 


gt3342737 


Homo sapiens 


T> lCCCf\ 1 — r^T\Q 

K2oooU_2, partial cuo 


1 AA1 

1UU2 


96 


1362 


gi3478640 


Homo sapiens 


R26660 2, partial CDS 


154 


100 


1363 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


2879 


AA 

99 


1 O/CO 

13o3 


gl 14625822 


— : 

Homo sapiens 


ArZoZZ36_l Mglec-Ll 


1C7Q 

Zo /y 


yy \ 


1 OiCO 

1363 


gi23Z /Z /oy 


Homo sapiens 


oiULcC-llKe 1 


OC70 


OQ 

yy 


\1CA 

1364 


*K1 01 1 QC 

gllj 132150 


Homo sapiens 


unnamed protein product 


1044 


1UU 


1 1CA 

1364 


•if i oi CIA 

gil5 132529 


Homo sapiens 


unnamed protein product 


1 CAA 

1044 


1 AA 

1UU 


1364 


gi21439502 


Homo sapiens 


unnamed protein product 


1644 


100 


1365 


gil9353230 


Homo sapiens 


mterleukin 1, delta 


823 


1 AA 

100 


1365 


gi6l65336 


Homo sapiens 


interleukin-l-like protein 1 


823 


100 


1365 


gi965l789 


Homo sapiens 


AF230377_1 interleukin-1 
delta 


823 


100 


1366 


gil 77870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2765 


40 


1 ICC 

1366 


CO AO A A £ 

gi2530394o 


Homo sapiens 


alpha-2-macroglobulin 


2/Oj 


AC\ 

4U 


1366 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2760 


A A 

40 


1367 


gi25 990364 


Homo sapiens 


AF319622_1 P-glycoprotem 


555 


AO 

98 


1367 


gj27656757 


Takifugu rubripes 


Mdr3 


311 


52 


1367 


gi4574224 


Fundulus heteroclitus 


A CAAAOIO 1 li" J 

AF099732_l multidrug 
resistance transporter homolog 


287 


Af\ 

49 


1368 


gi 12805221 


Mus museums 


Lymphocyte antigen 6 
complex, locus A 


T1 O 

713 


1 AA 
1UU 


1 ICO 

1368 


gUyo924 


. 

Mus museums 


T ,r C A 1 

Ly-oA.2 


*71 O 

713 


1 AA 
1UU 


1 jDo 


glZV LIU 


ivius museums 


i **ceii acuvauon proiein 




inn 


1967 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1967 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 


1967 


gi30582691 


Homo sapiens 




616 


96 


1968 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1968 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 


1968 


gi30582691 


Homo sapiens 




616 


96 


1969 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1969 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 


1969 


gi30582691 


Homo sapiens 




616 


96 


1970 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1970 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 
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iy f\) 




_ : 

Homo sapiens 




616 


96 


1071 
iy / 1 


gllZDJj Jul 


Homo sapiens 


oERPlNFl protein 


2119 


99 


1Q71 


oil ^onmo 
giozi f\)iy 


Homo sapiens 


AF400442_1 pigment 
epithelium-derived factor 


2125 


99 


1071 
iy 1 1 


glJUJOjZOJ 


— — : — 

Homo sapiens 


, member 1 


2119 


99 


1972 


gi20269957 


Sus scrofa 


AF498759_1 phospholipase C 

J a lf- A 

delta 4 


166 


96 


1972 


gi21307610 


Mus musculus 


phospholipase C delta 4 


158 


90 


1077 
iy /z 


glD / 1400 


Rattus norvegicus 


phospholipase C delta-4 


151 


84 


107^ 

iy 13 


gll /004UZ.J 


Homo sapiens 


AF450090_1^ KCCR13L 


3299 


94 


1Q73 


m'777/CniQ^ 

glZz/oUooj 


Homo sapiens 


unnamed protein product 


3290 


94 


iy fj 


gizz/oiuio 


Homo sapiens 


unnamed protein product 


3299 


94 


107^ 

iy to 


m 1 0£Q/t1 AT 

giiyoo4iu/ 


Homo sapiens 




120 


92 


107^ 


gi3z>oouoy 


Homo sapiens 


CD39L2 nucleotidase 


120 


92 


107^ 

iy 10 


gl40y IZOJ 


Homo sapiens 




120 


92 


107/? 


gll 14*048.5 


Homo sapiens 


AF130H7 48 PRO2550 


364 


71 


1976 


gi2580578 


Homo sapiens 


ubiquitous TPR motif; Y 
isoform 


339 


75 


iy /o 


glOJ ILLLy 


Homo sapiens 


ubiquitous TPR-motif protein 
Y isoform 


339 


75 


1077 

iy / 1 


m 1 QG/iQQ^ 
gll0o40JJJ 


Mus musculus 


Coq6 protein 


2085 


87 


1977 


gi30047245 


Mus musculus 


Coq6 protein 


2090 


85 


1 Q7T 

lyf i 


gl40oOo59 


Homo sapiens 


AF132944 l CGI- 10 protein 


2378 


98 


1978 


gi 12654881 


Homo sapiens 


AAH01284 


331 


78 


1 n*70 
ly/Q 


gil710216 


Homo sapiens 


unknown 


311 


73 


1978 


gi28799226 


Homo sapiens 


unnamed protein product 


252 


65 


1979 


gll 1493483 


Homo sapiens 


AF130H7 48 PRO2550 


143 


48 


1979 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


161 


63 


1979 


gi32486167 


Homo sapiens 


AD7C-NTP 


161 


63 


1980 


gi20810589 


Homo sapiens 


similar to arsenite inducible 
RNA associated protein 


833 


99 


1980 


gi22945274 


Drosophila 
melanogaster 


CG12795-PA 


455 


54 


1980 


gi9651711 


Mus musculus 


AF224494J arsenite inducible 
RNA associated protein 


687 


80 


1981 


gil3241652 


Rattus norvegicus 


AF309558J supernatant 
protein factor 


162 


87 


1981 


gil3543184 


Mus musculus 


SECl4-Iike2 


162 


87 


1981 


gi6624130 


Rattus norvegicus 


AC004832J similar to 45 kDa 
secretory protein 


169 


96 


1982 


gil 1066250 


Homo sapiens 


AF1 97937_l presenilins 
associated rhomboid-like 
protein 


1392 


100 


1982 


gil3 177766 


Homo sapiens 


AAH03653 Similar to 
presenilins associated 
rhomboid-like protein 


1068 


80 


1982 


gil5559382 


Homo sapiens 


AAH14058 presenilins 
associated rhomboid-like 
protein 


1389 


99 


1983 


gil864091 


Rattus norvegicus 


PSD-95/SAP90-associated 
protein-3 


160 


100 


1984 


gill877274 


Homo sapiens 




2265 


100 


1984 


gi21667210 


Homo sapiens 


AF465765_l 


2265 


100 
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bactericidal/permeability- 
increasing protein-like 1 






1984 


gi21706776 


Homo sapiens 


Bactericidal/permeability- 
increasing protein-like 1 


2258 


99 


1985 


gi3879547 


Caenoihabditis 
elegans 




125 


36 


1986 


gj21307771 


Homo sapiens 


organic anion transporter 2 


733 


100 


1986 


gi21707474 


Homo sapiens 


, member 7 


733 


100 


1986 


gi5001689 


Homo sapiens 


AF097518J liver-specific 
transporter 


733 


100 


1987 


gil2804105 


Homo sapiens 


AAH02905 Similar to 
CG15084 gene product 


589 


79 


1987 


gil3649459 


Homo sapiens 


AF250306J putative SB1 15 
protein 


589 


79 


1987 


gil8204670 


Mus musculus 


4930527D15Rik protein 


569 


75 


1988 


gil022323 


Mus musculus 


chain 


3354 


87 


1988 


©537329 


Homo sapiens 


alpha-2 type IV collagen 


3752 


99 


1988 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


3351 


87 


1989 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


1360 


98 


1989 


gi7861733 


Homo sapiens 


AF176832J low density 
lipoprotein receptor related 
protein-deleted in tumor 


1360 


98 


1989 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


1181 


84 


1990 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


1360 


98 


1990 


gi7861733 


Homo sapiens 


AF176832J low density 
lipoprotein receptor related 
protein-deleted in tumor 


1360 


98 


1990 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


1181 


84 


1991 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


408 


78 


1991 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


328 


75 


1991 


gi7770139 


Homo sapiens 


AF1 19917 13 PR01722 


328 


72 


1992 


gil57409 


Drosophila 
melanogaster 


fat protein 


370 


37 


1992 


gi23093109 


Drosophila 
melanogaster 


CG7749-PA 


367 


41 


1992 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


367 


38 


1993 


gil57409 


Drosophila 
melanogaster 


fat protein 


370 


37 


1993 


gi23093109 


Drosophila 
melanogaster 


CG7749-PA 


367 


41 


1993 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


367 


38 


1994 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


1994 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


1994 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


1995 


gi32493172 


Homo sapiens 


pheromone receptor 


170 


96 
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Identity 


1995 


gi32493174 


Homo saDiens 


pheromone receptor 


170 


96 


1995 


gi32493176 


Homo saniens 


pheromone receptor 


178 


100 


1996 


ri23468368 


MlK milQCIllllQ 
lYlvlo illUoWUlUO 


1 2000 1 3F24Rik protein 


799 


63 


1996 


ei27695305 


Miiq ttiiiqpiiItk 

1Y1UO UlUOvUllU 


1200013F24Rik protein 


825 


76 


1996 


ei75 82294 


xiv/Uiu oapieiio 


AF208853 1 BM-011 

ru x wit* wax 


781 


98 


1007 
iyy § 


cri 1 69ftR7ft 

gl 1 UluO / U 


\_/lUIla 111 LCbt Ulan o 


m \/r»r»1 Q cm 1 n- 1 1 
Illy U pi ooll 1111" V-/ 1 


10ft 

17U 


90 


1997 


m3i4i08i7 


Miiq mucpiilnc 


GoIot" antoantisen ffolffin 


124 


26 








ouuioiiuiy a, j 






1007 
iyy i 


oi4SR9V71 


Oalliic oolitic 
UdlltlS gaUUS 


yvnprinn nrntpin 410VT*i 

nypcnuu piuicui^ ti/ iu-» 


19*5 


96 








i inform 






1QQR 


oi11R79R11 


nomo Sapiens 


nouiin-o 


1ft00 


4R 
•to 


100R 


m1457S670 

giltJ /JO/7 


riUIIlU Sapiens 


/\T IJOlUu I llCLUlWCilllll 


91 SO 


ou 


10QC 

Yyyo 




Caenorhabditis 




OJO 


19 
OZ 






eiegaiis 








10QO 


oi14ft44ft*J9 


nomo Sapiens 


A ARft7Q*in 


1 IftS 


CI 
J 1 


1000 
iyyy 


oi17lQftR9S. 
gii / oyyjo^j 


\/flie milOr»ll1l lO 


iiCLcrugcnuuo iiuvicoi 


1 1 04 
1 1 v*t 


CI 

J l 








rfhnniiplprvnrntpin IT 
iiuuiiUvicupiuiciii \J 






10QO 
Lyyy 




vJallUo gall US 


nuciear caimoauun-umaing 




OH 








protein 






9ftftft 


cri 17991696 
gl 1 /ZZJOZO 


nomo Sapiens 


a i r -oinuing cosseue aiu 


IOOj 


01 


?nnn 

£,\J\)\J 


<ril9l5ftQ14 


riomo Sapiens 


A T"*D~ rt^Ti rt in ft #>QCCO'fto ciin_ 

j\ i jt -omamg casseue suo- 


167S 

10 fJ 


09 

7Z 








tomiltf A momnor 111 

iamuy a memoer iu 






9 ft no 


cril91SftQ6Q 


nomo Sapiens 


A TTD_V*inrtin et /^Qccoffn c»iin_ 

Aix-uinuing casseue suo- 


1^7S 
AO /J 


09 
yz 








fnmilv A inpmVipr 1ft 
laniiiy x\ iiicniuci iu 






9ftft1 


cri 111740.70 


nuiliu £>apiCI12> 


T A PIT 1 Aft nmtpin 
i Arintu piuiciii 


1747 


00 

yy 


9nni 

ZOU1 


oil 11741 7R 


ivius mubeuius 


T A T?T 1 1 Aft nrnfpi n 

LJWHiHxj protein 




RS 


9ftft1 


cri9R17S6ftl 


T-Trtmrt com one 

numu oapiciis 


J. nrj pruLcni 


977S 


00 


zuuz 


gll /4ZyUJ5 


Ralstonia 




0/0 


01 






soianacearuni 














nvrnnp v ni tpt a 

WAJLl^L^XvDJL/ U 1 AoD 


















zuuz 


ai997761S4 
glZZ / /OJ3*fr 


vj ceano oac 1 i ius 


acyi-v^OA aenyorogenase 


OOU 


OJ 






ineyensis n l coj i 








9ftft9 
ZvUZ 


tri9R9Rfift91 
glZOZOUOZj 


1V1US HlUSCUlUS 


^7^fta^0P1 ftRiV nrnfpin 

j / jU'OyEi uiviK. protein 


074 


R4 


9ftftl 


m'9 1 S99776 


numo Sapiens 


i mn omo/i nrnffun ni*/\/1iir>f' 

umidiiicu protein proouet 


900R 
Lyyo 


OR 

70 


9ftftl 


oi94ft47994 


nuniu sapiens 


QifYitlQi' trv T7i»K_lilro_/ir\mQin 

oiniiiar iu EfVjr~iiitc*Aiouiaiii) 


90R9 


OR 

70 








multiple 6 






9fWYI 
ZUUJ 


glO/DZojo 


— ; 

Homo sapiens 


ArlooUo4_i epidermal growtn 


OOC4 


Qfi 

yo 








iactor repeat containing protein 






9nnA 
ZUU4 


m 14C3A1A0 


Caenorhabditis 




ICO 


CI 

J 1 






elegans 








9ftft4 


cri6SH661 

glOJ J 1001 


v^dcnorndDoius 


AFlQ^filft 1 T FM 41 A 
AriyjOlU^ 1 l-.liN-'HA 


IRQ 


SI 
J 1 






clcgana 








2004 


ci6531663 


Oaen ft rli ahHi ti <i 


AF195611 1 LIN-41B 


389 


51 






elegans 








2005 


gi 1504026 


Homo sapiens 




5996 


99 


2005 


gi22725157 


Homo sapiens 


minor histocompatibility 


5835 


99 








antigen HA-1 






2005 


gi23272016 


Homo sapiens 


Similar to PTPL1 -associated 


5675 


98 








RhoGAPl 






2006 


gil3274120 


Homo sapiens 




995 


91 


2006 


gi6102996 


Mus musculus 


Vanin-3 


884 


78 


2006 


gi7160973 


Homo sapiens 


VNN3 protein 


995 


91 


2007 


gi27463365 


Homo sapiens 


a disintegrin-like and 


345 


93 








metalloprotease with 
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thrombospondin type 1 motifs 
9B 






2007 


gi3876367 


Caenorhabditis 
elegans 




148 


39 


2007 


gi3879882 


Caenorhabditis 
elegans 




148 


39 


2008 


gil5963476 


Homo sapiens 


AF28922M alpha-adaptin A 
related protein 


2085 


94 


2008 


gjl5963477 


Homo sapiens 


AF289221_2 alpha-adaptin A 
related protein 


in 

2118 


no 
99 


2008 


gi43 14340 


AA 159-977 


Human alpha-adaptin A 
homolog 


2085 


94 


2009 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


2009 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


2009 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 

1_ o 

member o 


3200 


100 


2010 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


2010 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


2010 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


2011 


gii5488017 


Homo sapiens 


* rlJA^lAni 1 HT17TA 

AF407274 l EWI2 


3200 


100 


2011 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


1 C\C\ 

10U 


2011 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


ooaa 


1 HA 


2012 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


32UU 


1 AA 


2012 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 




1 AA 


2012 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


2013 


gi 1405723 


Homo sapiens 


type X collagen 


1 oc 


1A 


2013 


gi30095 


Homo sapiens 


3 


198 


30 


2013 


gi7573532 


Homo sapiens 




198 


30 


2014 


gil5 145793 


Sus scrofa 


basic proline-rich protein 


233 


26 


2014 


gil5145795 


Sus scrofa 


basic proline-rich protein 


205 


26 


2014 


gi25056007 


Zea mays 


AF159297J extensin-like 
protein 


203 


26 


2015 


gi21992 


Volvox carteri 


extensin 


158 


37 


2015 


gi2429362 


Santalum album 


proline rich protein 


166 


39 


2015 


gi32488576 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0067K08.27 


157 


35 


2016 


gil2002042 


Homo sapiens 


AF063606J brain my048 
protein 


659 


70 


2016 


gil7225331 


Homo sapiens 


AF325115J MY0876G05 
protein 


659 


70 


2016 


gil7646146 


Homo sapiens 


AF314542J B lymphocyte 
activation-related protein 


727 


56 


2018 


gil3161063 


Homo sapiens 


AF332218_1 protocadherin 1 1 


746 


56 


2018 


gil3161066 


Homo sapiens 


AF332219_1 protocadherin 1 1 


746 


56 


2018 


gi9845485 


Homo sapiens 


AF169692_1 protocadherin-9 


1349 


100 


2019 


gil6552038 


Homo sapiens 


unnamed protein product 


2139 


99 


2019 


gi21410124 


Mus museums 


3230402E02Rik protein 


1334 


60 
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2019 


gi5688958 


Homo sapiens 


PMMLP 


2140 


100 


2020 


gi21734445 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neurai-specific protein-2 


1 ACQ 

3958 


SO 


2020 


g»21734447 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neural-specific protein-3 


2948 


/u 


2020 


gi30348610 


Gallus gallus 


BMP/retinoic acid-inducible 
neural-specific protein 


OAQA J 

zuyu 


^7 
JZ 


2021 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 

OAQ 

ZUo 


40/ 


cn 
ou 


2021 


gi26251755 


Homo sapiens 


ZNF431 protein 


449 


78 


2021 


gi30421228 


Homo sapiens 


zinc finger protein 430 


572 


inn 

1UU 


2022 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 
208 


467 


80 


2022 


gi26251755 


Homo sapiens 


ZNF431 protein 


AAQ 

44y 


78 
/o 


2022 


gi30421228 


Homo sapiens 


zinc finger protein 430 


S/Z 


i nn 


2023 


gil212965 


Homo sapiens 


transmembrane protein 


ICQ 


/U 


2023 


gil213221 


Rattus norvegicus 


transmembrane protein 


354 


69 


2023 


gil9683999 


Homo sapiens 


coated vesicle membrane 
protein 


ore 

358 


/U 


2024 


gil 199524 


Homo sapiens 


acid phosphatase 


ZZ40 


QQ 

yy 


2024 


gi!31 11975 


Homo sapiens 


AAH03160 acid phosphatase 
2, lysosomal 


2242 


99 


2024 


gi30584617 


synthetic construct 


Homo sapiens acid 
phosphatase 2, lysosomal 


0749 
ZZ4Z 


QQ 

yy 


2025 


gi 15625570 


Homo sapiens 


Ar4iiy<si i ceniaunn Deiaj 


ODD 


inn 


2025 


gl30 109272 


Homo sapiens 


ccis i dj protein 


JUJ 


QQ 
yy 


2025 


gi4688902 


Homo sapiens 


centaurin beta2 


970 


AR 

*tO 


2026 


gi27693942 


Homo sapiens 


Similar to expressed sequence 

A TAAQAII 
A144y4.5Z 


IKJOD 


49 


2026 


gl27 89430 


: 

Homo sapiens 


repressor protein 




49 


2026 


gi5630080 


Homo sapiens 


AC004890 2 


1077 


42 


2027 


gi 11345382 


Homo sapiens 


Ar j UooU i_ i vacuolar proiein 
sorting protein 16 


9Q77 
zy / / 


QQ 


2027 


gi 12 140290 


Homo sapiens 






QQ 

yy 


2027 


gil5553046 


Mus musculus 


vpsio 


9Q19 


Q7 


2028 


gi30141048 


Homo sapiens 


Nogo-66 receptor homolog- 1 


9Q4 


inn 


2028 


gi30141052 


Rattus norvegicus 


Nogo-66 receptor homolog- 1 


270 


92 


2028 


gi32351287 


Rattus norvegicus 


Nogo-66 receptor homolog 2 


1AQ 




2029 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


Zjo 


A(\ 
4U 


2029 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


ZJU 


/in 

4U 


2029 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2030 


gil5778556 


Homo sapiens 


AF414429_1 alpha- 1-B 

r»1x//»r\«i"/\+ , <»iti nrpni ii"CAf 

glycoprotein precuxour 


131 


A1 

92 


2031 


gi200057 


Mus musculus 


neuronal glycoprotein 


698 


94 


2031 


gi29837411 


Homo sapiens 


BIG-2 


554 


75 


2031 


gi563l33 


Rattus norvegicus 


BIG-1 protein 


692 


94 


2032 


gi!6550078 


Homo sapiens 


unnamed protein product 


763 


100 


2032 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


763 


100 


2032 


gi30354720 


Mus musculus 


AI427653 protein 


756 


100 


2033 


gil6550078 


Homo sapiens 


unnamed protein product 


763 


100 


2033 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FU30803 


763 


100 


2033 


gi30354720 


Mus musculus 


AI427653 protein 


756 


100 
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2034 


gi21929093 


Homo sapiens 


seven transmembrane helix 
receptor 


1711 


88 


2034 


gi24286029 


Homo sapiens 


G-protein coupled receptor 
GPR116 


6754 


97 


2034 


gi5525078 


Rattus norvegjcus 


seven transmembrane receptor 


5038 


72 


2035 


gil!917507 


Homo sapiens 


HPF1 protein 


434 


59 


2035 


gil3938351 


Homo sapiens 


AAH07307 Similar to zinc 
finger protein 268 


432 


63 


2035 


gi3 135968 


Homo sapiens 




440 


58 


2036 


gil3097633 


Homo sapiens 


AAH03534 Similar to ATPase, 
Class I, type 8B, member 1 


373 


84 


2036 


gi33440008 


Homo sapiens 


possible aminophospholipid 
translocase ATP8B2 


406 


91 


2036 


gi3628757 


Homo sapiens 


FIC1 


373 


84 


2038 


gil 1558486 


Homo sapiens 


B-cell lymphoma/1 eukaemia 
1 1 A short form 


1314 


99 


2038 


gil2i50278 


Homo sapiens 


AF080216J C2H2-type zinc- 
finger protein; EVI-9 


1197 


98 


2038 


©30410854 


Mus musculus 




1312 


98 


2039 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2039 


gi32394380 


Bostaums 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2039 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 • 


84 


2040 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2040 


gi32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2040 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 


84 


2041 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2041 


gi32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2041 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 


84 


2042 


gi26454883 


Homo sapiens 


hypothetical protein HSPC148 


1181 


100 


2042 


gi6523797 


Homo sapiens 


AF1 10775 J adrenal gland 
protein AD-002 


1181 


100 


2042 


gi6841518 


Homo sapiens 


AF161497 1 HSPC148 


1178 


99 


2043 


gil4009597 


Homo sapiens 


AF282619J lysyl oxidase-like 
3 protein 


1569 


98 


2043 


gil4486600 


Homo sapiens 


AF3 1 1 3 13_1 lysyl oxidase-like 
3 protein 


1569 


98 


2043 


gil5 186770 


Homo sapiens 


AF284815_1 lysyl oxidase-like 
protein 


1569 


98 


2044 


gil0834722 


Homo sapiens 


AF258588 1 PP5656 


892 


89 


2044 


gi21706836 


Mus musculus 


Gyltl lb protein 


1056 


87 


2044 


gi22713410 


Homo sapiens 


GYLTL1B protein 


1205 


100 


2045 


gi7209721 


Mus musculus 


DD57 


2242 


88 


2045 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2483 


100 


2045 


gi8217485 


Homo sapiens 




2480 


99 


2046 


gil3592175 


Leishmania major 


AC084329 1 ppg3 


140 


28 


2046 


gi28828184 


Dictyostelium 


similar to Leishmania major. 


179 


28 
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discoideum 


Ppg3 






2046 


gi3873550 


Schizosaccharomyce 
s pombe 


SPBC215.13 


147 ' 


24 


2047 


gi21 104460 


Homo sapiens 


OK/SW-CL.19 


206 


100 


2047 


©32425794 


Homo sapiens 


NJMU-R1 protein 


206 


100 


2047 


gi32450708 


Homo sapiens 


NJMU-R1 protein 


206 


100 


2048 


gil3277972 


Mus musculus 


phosphatidate 
cytidylyltransferase 2 


2270 


95 ' 


2048 


©19344052 


Homo sapiens 




2360 


99 


2048 


gi41 86023 


Homo sapiens 


CDS2 protein 


2360 


99 


2049 


gil7862928 


Drosophila 
melanogaster 


SD03549p 


121 


35 


2049 


gi29387317 


Mus musculus 


120001 1022Rik protein 


670 


89 


2049 


gi7297878 


Drosophila 
melanogaster 


CG14941-PA 


121 


35 


2050 


gil3562004 


Nephila 

madagascariensis 


AF350276_1 major ampullate 
spidroin 2-like protein 


251 


33 


2050 


gi7 106224 


Nephila clavipes 


flagelliform silk protein 


252 


32 


2050 


gi7106228 


Nephila inaurata 
madagascariensis 


flagelliform silk protein 
[Nephila madagascariensis] 


277 


34 


2051 


gi!2018147 


Chlamydomonas 
reinhardtii 


AF309494_1 vegetative cell 
wall protein gpl 


198 


31 


2051 


gil5145793 


Sus scrofa 


basic proline-rich protein 


204 


29 


2051 


gil5 145797 


Sus scrofa 


basic proline-rich protein 


200 


30 


2052 


gil6877193 


Homo sapiens 


AAH 16860 G protein-coupled 
receptor, family C, group 5, 
member C 


2320 


99 


2052 


gi30583709 


Homo sapiens 


G protein-coupled receptor, 
family C, group 5, member C 


2320 


99 


2052 


gi81 18032 


Homo sapiens 


AF207989_1 orphan G-protein 
coupled receptor 


2320 


99 


2053 


gil5679980 


Homo sapiens 


CI 14 protein 


930 


99 | 


2053 


gi 16769562 


Drosophila 
melanogaster 


LD38910p 


328 


47 


2053 


gi7302978 


Drosophila 
melanogaster 


CG8441-PA 


328 


47 


2054 


gi!0726751 


Drosophila 
melanogaster 


CG13623-PA 


333 


53 


2054 


gi21430012 


Drosophila 
melanogaster 


GH27470p 


333 


53 


2054 


gi7406400 


Arabidopsis thaliana 


putative protein 


317 


45 


2055 


gil3959018 


Homo sapiens 


AF361746J endothelial cell- 
selective adhesion molecule 


1578 


99 


2055 


gil3991773 


Mus musculus 


AF361882_1 endothelial cell- 
selective adhesion molecule 


1188 


76 


2055 


gi29165726 


Mus musculus 


Endothelial cell-selective 
adhesion molecule 


1188 


76 


2056 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane 
protein 2 


862 


99 


2056 


gi297437 


Rattus norvegicus 


peroxisomal membrane protein 


680 


76 


2056 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane 
protein-like 


862 


99 


2057 


gil 1994465 


Arabidopsis thaliana 


contains similarity to late 
embryogenesis abundant 
protein~gene_id:MLD 14. 1 6 


141 


39 
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2057 


gi21326031 


Oryzias latipes 


choriogenin H 


159 


35 


2057 


gi22093906 


Oryzias latipes 


AF396668_1 choriogenin H 


157 


35 


2058 


gi62877 


Gallus gallus 


type VI collagen alpha-2 
subunit preprotein 


320 


42 


2058 


gi62881 


Gallus gallus 


type VI collagen subunit 
alpha2 


320 


42 


2058 


gi62882 


Gallus gallus 


type VI collagen subunit 
alpha2 


320 


42 


2059 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


600 


60 


2059 


gi7292879 


Drosophila 
melanogaster 


CG1998-PA 


600 


60 


2059 


gi7292910 


Drosophila 
melanogaster 


CG11162-PA 


423 


50 


2060 


gil7066106 


Homo sapiens 


Novex-3 Titin Isoform 


964 


99 


2060 


gi27696390 


Xenopus laevis 


Similar to titin 


251 


37 


2060 


gi992994 


Gallus gallus 


myosin light chain kinase 


228 


35 


2061 


gi 14089982 


Mycoplasma 
pulmonis 




143 


33 


2061 


gi2649941 


Archaeoglobus 
fulgidusDSM4304 




151 


30 


2061 


gi301 80922 


Nitrosomonas 
europaea ATCC 
19718 


Adenylate kinase 


143 


28 


2062 


gi29477024 


Mus musculus 


Similar to RIKEN cDNA 
9130023G24 gene 


464 


44 


2062 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


148 


25 


2062 


gi7453547 


Homo sapiens 


glioma tumor suppressor 
candidate region protein 1 


125 


25 


2063 


gi29477024 


Mus musculus 


Similar to RIKEN cDNA 
9130023G24gene 


464 


44 


2063 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


148 


25 


2063 


gi7453547 


Homo sapiens 


glioma tumor suppressor 
candidate region protein 1 


125 


25 


2064 


gil0441350 


Mus musculus 


olfactory UDP 
glucuronosyltransferase 


241 


70 


2064 


gi4580602 


Macaca fascicularis 


AF112112J UDP- 
glucuronosyltransferase 2B19 
precursor 


244 


73 


2064 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


266 


76 


2065 


gil3325266 


Homo sapiens 


AAH04450 hypothetical 
protein MGC2650 


796 


91 


2065 


gi3688090 


Homo sapiens 


R32611 2 


827 


100 


2065 


gi6841228 


Homo sapiens 


AF161407 1 HSPC289 


703 


84 


2066 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


282 


56 


2066 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


497 


62 


2066 


gi32486167 


Homo sapiens 


AD7C-NTP 


497 


62 


2067 


gil6552274 


Homo sapiens 


unnamed protein product 


276 


45 


2067 


gi57516 


Rattus rattus 


ASM15 


437 


57 


2067 


gi7107346 


Peromyscus 
maniculatus bairdii 


H19 


280 


43 


2068 


gi20330550 


Homo sapiens 


AF25 1706_1 NK inhibitory 
receptor precursor 


1480 


94 


2068 


. gi30962591 


Homo sapiens 


AF375480_1 immune receptor 


1401 


93 
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expressed on myeloid cells 
splice variant 1 






2068 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


2069 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


1480 


94 


2069 


gi30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


2069 


gi31790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


2070 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


1480 


94 


2070 


gL30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


2070 


gi31790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


2071 


gil8307481 


Homo sapiens 


phosphoinositide-binding 
proteins 


2206 


97 


2071 


gi27695704 


Mus musculus 


Connector enhancer of KSR2 


705 


35 


2071 


gi29691916 


Rattus norvegicus 


interactor protein for cytohesin 
exchange factors 1 


1651 


79 


2072 


gil 1493982 


Homo sapiens 


AF208232J TLH29 protein 
precursor 


303 


70 


2072 . ! 


gJ15929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


497 


100 


2072 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


2073 


gil 1493982 


Homo sapiens 


AF208232_1 TLH29 protein 
precursor 


303 


70 


2073 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


497 


1 AA 
100 


2073 


gi21olo549 


. 

Homo sapiens 


TLH29 protein precursor 


iai 


7A 
/U 


2074 


•n of\A ca'i 
gil28U4o93 


Homo sapiens 


A AUA1T70 Ciw.«1n«4-A 

AAn01//j Dimilarto 
riDOSomai proiein ud 1 * 


jyi 


1 AA 
1UU 


JA) /4 


gil /yjZyjo 


_ ; 

Homo sapiens 


rioosomai protein lo4 


Dy I 


inn 


inn a 




Mus musculus 


i 1 Aonm \ni>iir wrtt^iti 
l luuuunzzrUK protein 


JO / 


OQ 
yy 


A) Id 


ewi 1 KIQAQA 1 


Homo sapiens 


activating NK receptor 


/ jo 


00 

yy 


M)fj 


| COO A QA1 

gil D 00454 5 


Homo sapiens 


in I o-A receptor 


/D4 


1 AO I 




guuyoouyy 


Mus musculus 


lymphocyte antigen 108 


Z4U 


10 

yy 




•1 Al 1 

gllUl / fOLl 


Arabidopsis thaliana 


phytoene dehydrogenase-like 


ill 

DID 


4Z 


2076 


gil7979255 


Arabidopsis thaliana 


AT5g49550/K6M13„10 


589 


42 


2076 


gi29028742 


Arabidopsis thaliana 


At5 g4955 0/KoM 1 3_ 1 0 


con 
589 


4Z 


2077 


gil4270364 


Mus musculus 


Epigen protein 


378 


/l 


2077 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


Oft 77 


gi / /yyiyi 


Mus musculus 


tomoregulin- 1 


ILL 


57 
DL 


2078 


gil4270364 


Mus musculus 


Epigen protein 


378 


71 


2078 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


2078 


gi7799191 


Mus musculus 


tomoregulin- 1 


122 


52 


2079 


gil4270364 


Mus musculus 


Epigen protein 


378 


71 


2079 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


2079 


gi7799191 


Mus musculus 


tomoregulin- 1 


122 


52 


2080 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


206 


34 


2080 


gi29289929 


Danio rerio 


neogenin 


176 


37 


2080 


gi3068592 


Mus musculus 


punc 


192 


35 


| 2081 


gi31753150 


Homo sapiens 


Ras family member Ris 


665 


65 
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jr erccu 
Tdentttv 


2081 


gi441olol 


Mus museums 


PQ18 


1 Li i \> 


84 


2081 


gl733ll27 


Homo sapiens 




665 


65 


2082 


gil3128925 


Homo sapiens 


AF^n4^7R 1 T TT RP9 nrntpin 


ID lit 


99 


2082 


gi 1 86505 84 


Homo sapiens 


reunoic aciu eariy irons cnpi i 


1 *ilo ! 
id il, 


99 


2082 


gi2196l213 


Homo sapiens 


UL16 binding protein 2 


1312 


99 


2083 


gil3872813 


Homo sapiens 


nbulm-o 


DLD 


90 


2083 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2083 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


14oZ 


HO 


2084 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2084 


gil4575679 


Homo sapiens 


i i-» 1 r s~ ^ Art i l * . i * . 

AF156100 1 hemicentin 


CIO 

513 




2084 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2085 


gjl3872813 


Homo sapiens 


fibulin-6 


513 


29 


2085 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2085 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2086 


gi3041867 


Homo sapiens 


p53 


162 


96 


2086 


gi4731632 


Homo sapiens j 


AF135121_1 tumor suppressor 
protein p53 


162 


96 


2086 


gi4732147 


Homo sapiens 


AF136271_1 tumor suppressor 
protein p53 


162 


96 


2087 


gil2240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


2087 


gi6707433 


Homo sapiens 


AF202889_1 apolipoprotein 
A5 


1864 


100 


2087 


gi6707435 


Homo sapiens 


AF202890J apolipoprotein 
A5 


1864 


100 


2088 


gi 12240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


2088 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
A5 


1864 


100 


2088 


gi6707435 


Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


2089 


gil3111784 


Homo sapiens 


AAH03081 hypothetical 
protein FLJ10637 


1509 


Art 

99 


2089 


gil3543037 


Mus musculus 


4933424B01Rik protein 


958 


80 


2089 


gil4249965 


Homo sapiens 


AAH08368 hypothetical 
protein FLJ10637 


1513 


100 


2090 


gil9344001 


Homo sapiens 


phospholipase A2, group IID 


846 


99 


2090 


gi5771420 


Homo sapiens 


AF1 12982 J group IID 
secretory phospholipase A2 


852 


100 


2090 


gi6453793 


Homo sapiens 


AF1 88625 1 phospholipase 
A2 


846 


99 


2091 


gil674069 


Mycoplasma 
pneumoniae 


30K adhesin-related protein 


132 


35 


2091 


gi 1684932 


Mycoplasma 
pneumoniae 


adhesin protein 


132 


35 


2091 


gi5 114063 


Mycoplasma 
pneumoniae 


AF090172J revertant 
adhesin-related protein P30 


128 


35 


2092 


gil 1094019 


Homo sapiens 


AF305057 2 RTSbeta 


2047 


94 


2092 


gill50421 


Homo sapiens 


rTSbeta 


2053 


94 


2092 


gil2654883 


Homo sapiens 


AAH01285 rTS beta protein 


2053 


94 


2094 


gil3432042 


Homo sapiens 


integrin-linked kinase- 
associated serine/threonine 
phosphatase 2C 


2018 


100 


2094 


gi!6306907 


Homo sapiens 


AAH06576 integrin-linked 


2018 


100 
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kinase-associated 
serine/threonine phosphatase 
2C 






2094 


gi20072498 


Mus musculus 


0710007A14Rik protein 


1935 


95 


2095 


gil8490682 


Homo sapiens 


fibulin 1 


10 1 

281 


37 


2095 


gi28175169 


Mus musculus 


1300015B04Rik protein 


589 


74 


2095 


gi31419 


Homo sapiens 


fibulin- 1 C 


281 


37 | 


2096 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2096 


gj21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2096 


gi32052225 


Mus musculus 


olfactory receptor 

GA X6K02T2P3E9-4341246- 

4340281 


1336 


80 


2097 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2097 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2097 


gi32052225 


Mus musculus 


olfactory receptor 

GA x6K02T2P3E9-4341246- 

4340281 


1336 


80 


2098 


gi4760780 


Mus musculus 


Ten-m3 


401 


95 1 


2098 


gi5307761 


Danio rerio 


ten-m3 


347 


80 


2098 


gi6760369 


Mus musculus 


AF195418 1 ODZ3 


401 


95 


2099 


gi21 205852 


Homo sapiens 


AF385429J T-cell activation 
Rho GTPase activating protein; 
TA-GAP 


989 


100 


2099 


gi21410139 


Mus musculus 


T-cell activation Rho GTPase- 
activating protein 


813 


82 


2099 


gi24980955 


Mus musculus 


T-cell activation Rho GTPase- 
activating protein 


813 


82 


2100 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


242 


CO 

58 


2100 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2100 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


CO 


2101 


gil 872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


58 


2101 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2101 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 




2102 


gi20196856 


Arabidopsis thaliana 


putative myosin heavy chain 


387 


An 
41 


2102 


gi3 142302 


Arabidopsis thaliana 


Z34293 from A. thaliana. 


389 


47 


2102 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


388 


46 


2103 


gi2019o85o 


Arabidopsis thaliana 


m ttnfiim mirnrin noun/ AhOIII 

putative myosin neavy cndm 


JO 1 


47 


2103 


gi3 142302 


Arabidopsis thaliana 


Z34293 from A. thaliana. 


389 


47 


2103 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


388 


46 


2104 


gi29564894 


Homo sapiens 


unnamed protein product 


174 


39 


2104 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


174 


39 


2104 


gi32486167 


Homo sapiens 


AD7C-NTP 


174 


39 


2105 


gi21265163 


Homo sapiens 




1893 


95 


2105 


gi7248845 


Homo sapiens 


AF231124 1 testican-1 


1893 


95 


2105 


gi793845 


Homo sapiens 


testican 


1893 


95 


2106 


gil2804465 


Homo sapiens 


AAH01639 prostate cancer 


686 


66 
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overexpressed gene 1 






2106 


gi20380774 


Homo sapiens 




1098 


99 


2106 


gi3462515 


Homo sapiens 


PB39 


050 


OO 


2107 


gil2804465 


Homo sapiens 


AAH01639 prostate cancer 
overexpressed gene l 


OOO 


OO 


2107 


gj20380774 


Homo sapiens 




1 AOS 


OQ 


2107 


gi3462515 


Homo sapiens 


PB39 


OOO 


OO 


2108 


gil7391348 


Homo sapiens 


AAH18615 Similar to brain 
expressed, X-linked 1 • 


664 


100 


2108 


gi7689029 


Homo sapiens 


AF220189_1 uncharacterized 
hypothalamus protem rutJcAZ 


664 


100 


2108 


gi9963771 


Homo sapiens 


AF 1 834 1 6_1 ovarian granulosa 
cell 13.0 kDa protein hGR74 
homolog 


(if. A 
OO 4 * 


mn 


2109 


gi26353296 


Mus musculus 


unnamed protein product 


711 


76 


2109 


gi28799187 


Homo sapiens 


unnamed protein product 


iHOJ 


Ofi 


2109 


gi30908853 


Homo sapiens 


synleurin 


1463 


98 


2111 


gi20988071 


Mus musculus 


26000 1 1 E07Rik protein j 




CO 

oy 


2111 


gi23274133 


Homo sapiens 


Similar to serine/arginine 
repetitive matrix 1 


161 


27 


2111 


gi3153821 


Mus musculus 


plenty-of-prolines- 10 1 ; 
POP 101; SH3-pmlo-protein 


164 


30 


2112 


gi9651079 


Macaca fascicularis 


hypotheticaljprotein 


291 


75 i 


2113 


gil2408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


e\(\ 
99 


2113 


gi!2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2113 


gil3374351 


Homo sapiens 


AF305226_1 apolipoprotein 
L4 


1709 


98 


2114 


gil2408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2114 


gil2408286 


Homo sapiens 


apolipoprotein I^IV splice 
variant a 


1726 


99 


2114 


gi!3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1709 


98 


2115 


gi21744725 


Homo sapiens 


AF478693_1 giycosyl- 
phosphatidyl-inositol-MAM 


717 


97 


2115 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


672 


91 


2115 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2116 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
pnospnatidyl-inositol-MAM 


717 


97 


2116 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


672 


91 


2116 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2117 


gil6769264 


Drosophila 
melanogaster 


LD21615p 


219 


40 


2117 


gi7290426 


Drosophila 
melanogaster 


CG2875-PB 


219 


40 


2117 


gi7290427 


Drosophila 
melanogaster 


CG2875-PA 


219 


40 
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01 1 o 

2118 




: 

Homo sapiens 






100 


2118 


©25059032 


Mus musculus 




686 


72 


2118 


gi28385965 


Mus musculus 


aimiiar to pnospnoiipase j\l 


*too 


77 


2119 


gi23273399 


Homo sapiens 




963 


100 


2119 


gi25059032 


Mus musculus 




000 


/Z 


2119 


gi28385965 


Mus musculus 


— ' — m z — x~T- 

Similar to phosphohpase A2 


4oo 


n 


2120 


gil3562004 


Nephila 

madagascariensis 


AF350276_1 major ampullate 
spidroin 2- like protein 


228 


27 


2120 


gil3562008 


Nephila 

madagascariensis 


AF350278_1 major ampullate 
spidroin 2 


238 


29 


2120 


gil59714 


Nephila clavipes 


dragline silk fibroin 




00 


2121 


gil3161409 


Mus musculus 


family 4 cytochrome P450 


445 


76 


2121 


gil3182964 


Mus musculus 


AF233643 l cytochrome P450 
CYP4F13 


1 c\\ 

191 


3o 


2121 


gil3278244 


Mus musculus 


cytochrome P450, family 4, 
subfamily i, polypeptide 13 


191 


1Q 

3o 


2122 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2122 


gil3183618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


1 OA*7 

1807 


9o 


2122 


gil3447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


Iojo 


y I 


2123 


gil0944887 


Homo sapiens 


FGFR-like protein 


1 oco 
Iojo 


yl 


2123 


gil3183618 


Homo sapiens 


AF312678J FGF homologous 
factor receptor 


1807 


96 


2123 


gil3447749 


Homo sapiens 


AF279689J fibroblast growth 
factor receptor 5 


1858 


97 


2124 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2124 


gil3l83618 


Homo sapiens 


AF31267SM FGF homologous 
factor receptor 


1807 


96 


2124 


gil3447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


1858 


97 


2125 


gil2667454 


Rattus norvegicus 


AF336858 1 synaptotagmin 
Vile 


949 


oo 

88 


2125 


gi 12667456 


Rattus norvegicus 


AF336859 1 synaptotagmin 
Vlld 


949 


oo 

88 


2125 


gi 12667458 


Rattus norvegicus 


AF336860_1 synaptotagmin 
Vile 


949 


88 


2126 


gil2053709 


Homo sapiens 


with thrombospondin type 1 
motif, 12 


1 1 

1143 


AO 

yo 


2126 


gi27817773 


Mus musculus 


metalloprotease disintegrin 12 
protein 


873 


ic 
/O 


2126 


gi5923788 


Homo sapiens 


AF1 40675_1 zmc 

rnptnllrmrntMCP ADAMTf?7 
IllClollupiUlCaoC nUrXiYL 1j( 


0*71 


5y 


2127 


gil 1493982 


Homo sapiens 


AF208232J TLH29 protein 
precursor 


303 


70 


2127 


gi 15929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


497 


100 


2127 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


2128 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1267 


99 


2128 


gi23468210 


Homo sapiens 


Similar to CGI-67 protein 


1096 


81 


2128 


gi9368522 


Homo sapiens 


CGI-67 protein 


1267 


99 


2129 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1267 


99 


2129 


gi23468210 


Homo sapiens 


Similar to CGI-67 protein 


1096 


81 


2129 


gi9368522 


Homo sapiens 


CGI-67 protein 


1267 


99 
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2130 


gi20071312 


Mus musculus 


49334ZDrU3J\iK protein 


01*f 


RS 


2130 


gi33391740 


Homo sapiens 


MCjC4j /oU 


AO A 


Q(\ 
y\} 


2130 


gi735 


Bostaurus 


scavenger receptor type I 


DjO 


51 

D L 


2131 


gi20071312 


Mus musculus 


49334ZjrU3KlK protem 


£1 A 


R5 


2131 


©33391740 


Homo sapiens 


MGC45780 


426 


96 


2131 


gi735 


Bostaurus 


scavenger receptor type I 


330 


ri 
Dl 


2132 


gi5870866 


Homo sapiens 


TATA element modulatory 
factor 


4331 


yy 


2132 


gi6650548 


Rattus norvegicus 


A T? 1 f\HQ A 1 1 TATA alamont 

At 1 U7 o43_l 1 A 1 A element 
modulatory factor 


75R1 


R9 


2132 


gi7290766 


Drosophila 
melanogaster 


Cu4j j /-rA 




95 


2133 


©1020145 


Homo sapiens 


Ulna Dinamg proiem 


l*tOJ 


43 


2133 


gil 8643896 


Homo sapiens 


zinc finger protem 




41 


2133 


gi29476835 


Homo sapiens 




1486 


43 


2134 


gil6198520 


Homo sapiens 


Saccharomyces cerevisiae 
rsip/p nomoiog 


944 


100 


2134 


gi4680713 


Homo sapiens 


AF132971 1 CGI-37 protein 


944 


100 


2134 


gi5 114055 


Homo sapiens 


rlorCU 3 1 


QAA 




2135 


gi2327424l 


Homo sapiens 


VTA A 1 QOO lilro 

K1AA 1 oi/Z-llKe 


jOj 


R6 


2135 


gi26332H4 


Mus musculus 


unnamed protein product 


577 


89 


2135 


gi26345386 


Mus musculus 


unnamed protein product 


577 

Oil 


RQ 

07 


2136 


gil5620885 


Homo sapiens 


KIAA1913 protein 


1627 


99 


2136 


gi26339494 


Mus musculus 


unnamed protein product 


i a on 


on 


2136 


gi28279830 


Homo sapiens 


KIAA1913 protein 


1 KQQ 


00 

yy 


2137 


gil000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1578 


84 


2137 


gil2406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


1865 


no 
yo 


2137 


gil944l36 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1625 


or 

85 


2138 


gil000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1578 


OA 

84 


2138 


gil2406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


1865 


98 


2138 


gil944l36 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1625 


85 


2139 


gi29436673 


Mus musculus 


1700049K14Rik protein 


648 


100 


2139 


gi420442l 


Euroglyphus maynei 


group 3 allergen Eur m 3 0101 
precursor 


212 


40 


2139 


gi544l86l 


Paralichthys 
olivaceus 


chymotrypsinogen 2 


210 


36 


2140 


gil7985046 


Brucella melitensis 
16M 


GLYCOSYL TRANSFERASE 


130 


28 


2140 


gi205l5259 


Thermoanaerobacter 
tengcongensis 


predicted glycosyltransferases 


loo 


19 


2140 


gi4455730 


Streptomyces 
coelicolor A3(2) 


putative transferase 


140 


32 


2141 


gil3649477 


Homo sapiens 


AF250309_1 putative cytokine 
receptor CRL4 precusor 


2694 


100 


2141 


gi30584223 


synthetic construct 


Homo sapiens interleukin 17B 
receptor 


2694 


100 


2141 


gi9246433 


Homo sapiens 


AF208110J IL-17 receptor 
homolog precursor 


2688 


99 


2142 


gil8676472 


Homo sapiens 


FLJ00133 protein 


855 


76 


2142 


gi29568H6 


Mus musculus 


secreted protein SST3 


725 


64 
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2142 


£499686 


Heliocidaris 
erythrogramma 


fibropellin la 


390 


40 


2143 


gil6588687 


Homo sapiens 


AF315687J S- 
adenosylhomocysteine 
hydrolase-like protein 


147 


100 


2143 


gi27692283 


Mus musculus 


S-adenosylhomocysteine 
hydrolase-like 1 


147 
If/ 


100 


2143 


gi2852125 


Homo sapiens 


S-adenosyi homocysteine 
hydrolase homolog 


14.7 


100 


2144 


gil6740861 


Homo sapiens 


AArilO/y/ UDlqUlun- 
conju gating enzyme E2C 


J& 1 


66 


2144 


gi29791813 


Homo sapiens 


Ubiqiritin-conjugatrng enzyme 

170 1" 1 ieofnrm 1 


521 


66 


2144 


gl305 83439 


Homo sapiens 


nV%imiifiTi«cn'niiiCT5ifTnQ fitiTVrnB 
UU^UilUl-OUUJUgaLiUg oiiz»jriuv 


521 


66 


1 1 A C 

2145 


glZUUoOjlO 


Homo sapiens 


AF94.S^0^ 1 nrftminin-2 
variant A 


2480 


91 


11 /K 


mOftORfi^l R 
glZUUouj lo 


T-Tnmn corMPTIC 
ITUII1U oapiClla 


AF245304 1 orominin-2 
variant B 


2480 


91 






R ottiK norvpfricus 


proniinin-2 


1876 


68 




gizyjj 10 /d 


tJfitMft CQnipnc 
nuillU SKtpivlia 


Angiopoietin-like 5 


1310 


99 


2146 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


1305 


99 


2146 


gi9229906 


Ciona intestinalis 


fibrinogen-like protein 


392 


39 


11 A1 

214/ 


glZyjj 10/0 




Anoionoi<*titi-1ik"** S 


1310 


99 


2147 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


1305 


99 


11 vl*? 

2147 


giyzzyyuo 


i^iona iniesxinaus 


llUIlIlUgCIL-llJ\.C plUlwlu 


392 


39 


2148 


gL£y3M0/0 


Homo sapiens 


A nmnnnipfiTi-lilfP 


1310 


99 


2148 


gi29468510 


Homo sapiens 


jputative fibrinogen-like protein 


1305 


99 


2148 


gi9229906 


Ciona intestinalis 


■fiTvr-i r\/-\rron_1 1 ire* nrAf^lH 

nDiinugcn-iiivc pruLviii 


392 


39 


2150 


gil 3543706 


Homo sapiens 


AAH06003 


349 


100 


2150 


gi20988061 


Mus musculus 


loiuuijUi ukik proxem 




92 


2150 


gi21619079 


Homo sapiens 






100 


2151 


gil 1493652 


Homo sapiens 


AF200708_1 calcium channel 
DiocKer resistance proxein 
nnxro i 


2168 


100 


2151 


gil3924720 


Homo sapiens 


AF252872_1 cystine/glutamate 
transporter x\s i 


2168 


100 


2151 


gil5082352 


Homo sapiens 


AAH12087 member 11 


2168 


100 


2152 


gi 180432 14 


Mus musculus 


serine/arginine-rich protein 
specific kinase 2 


1 dL 




2152 


gi23270876 


Homo sapiens 


Similar to SFRS protein kinase 
I 


132 


67 


2152 


gi3406050 


Homo sapiens 


serine kinase SRPK2 


132 


67 


ii <i 


#«11 1 CA f\CC 
glZZlO4U00 


iiomo sapiens 


AF^RR^RS 1 neurnblastoma- 

amplified protein 


4284 


99 


2153 


gi30353863 


Homo sapiens 


NAG protein 


4298 


99 


2153 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


4272 


99 


2154 


gi22164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


4284 


99 


2154 


gi30353863 


Homo sapiens 


NAG protein 


4298 


99 


2154 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


4272 


99 


2155 


gil008367 


Saccharomyces 
cerevisiae 


CPS1 


131 


48 
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2155 


gi3594 


Saccharomyces 
cerevisiae 


carboxypeptidase s 


131 


AQ 


2155 


gi3596 


Saccharomyces 
cerevisiae 


carboxypeptidase yscS 


131 


48 


2156 


gil 1558029 


Homo sapiens 


organic cation transporter 


1876 


100 


2156 


gil808825i 


Homo sapiens 


AAH20565 Similar to hBOIT 
for potent brain type organic 
ion transporter 


1838 


95 


2156 


©9663117 


Homo sapiens 


organic cation transporter 


1 

iOOO i 


on 
yy 


2157 


gi21732438 


Homo sapiens 


hypothetical protein 


567 


iUU 


2157 


gi26330392 


Mus musculus 


unnamed protein product 


486 


o5 


2157 


gi26390211 


Mus musculus 


unnamed protein product 


486 


©5 \ 


2158 


gi23893591 


Human herpesvirus 4 


BHLF1 early reading frame 


169 




2158 


gi30844300 


Cercopithecine 
herpesvirus 1 


immediate early protein ICP0 


166 


23 


2158 


gi30844317 


Cercopithecine 
herpesvirus 1 


immediate early protein ICP0 


166 


15 


2159 


gi27804346 


Homo sapiens 


BRD4-NUT fusion 
oncoprotein 


3773 


99 


2159 


gi31 15204 


Homo sapiens 


HUNKI 


Hot 


00 

yy 


2159 


gi31 84498 


Homo sapiens 


R31546 1 


3837 


99 


2160 


gil5420832 


Homo sapiens 


AF397394 1 NOE3-3 


CO c 

535 


Q£ 
yo 


2160 


gil5420834 


Homo sapiens 


AF397395 1 NOE3-4 


535 


96 


2160 


gil8490927 


Homo sapiens 


olfactomedin 3 | 


531 


95 


2161 


gi22209078 


Homo sapiens 


hypothetical protein 
DKFZp566D234 


773 


98 


2161 


gi6330966 


Homo sapiens 


KIAA1263 protein 


773 


no 

98 


2161 


gi6808053 


Homo sapiens 


hypothetical protein 


766 


97 


2162 


gi 12654031 


Homo sapiens 


AAH00819 Similar to CG6950 
gene product 


158 


93 


2162 


gi21707106 


Homo sapiens 




120 


56 


2162 


gi758591 


Homo sapiens 


glutamine-phenylpyruvate 
aminotransferase 


120 


56 


2163 


gi2 1666433 


Mus musculus 


AF404775_1 actin-binding 
LIM protein I medium isoform 


302 


54 


2163 


gi2337952 


Homo sapiens 


actin-binding double-zinc- 
finger protein 


303 


54 


2163 


gi30259308 


Mus musculus 


actin-binding LIM protein 2 


498 


79 


2164 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


404 


50 


2164 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


404 


50 


2164 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


404 


50 


2165 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


A(\A 




2165 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


404 


50 


2165 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


404 


50 


2166 


gil3436035 


Mus musculus 


prostaglandin E synthase 2 


1321 


87 


2166 


gi29179467 


Danio rerio 


Similar to prostaglandin E 
synthase 2 


988 


66 


2166 


gi9280108 


Macaca fascicularis 


membrane-associated 
prostaglandin E synthase-2 


1449 


97 


2167 


gil2805247 


Mus musculus 


Complement component 1, q 
subcomponent, alpha 


955 


70 
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polypeptide 






2167 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha 
polypeptide 


1318 


100 


2167 


gi4894854 


Homo sapiens 


AF135157J complement Clq 
A chain precursor 


1318 


100 


2168 


©1491621 


Bovine herpesvirus 1 


UL36 


126 


38 


2168 


gil5 145795 


Sus scrota 


basic proline-rich protein 


123 


38 


2168 


gi2653311 


Bovine herpesvirus 
type 1.1 (strain 
Cooper) 




126 


io 


2169 


gi21707458 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


24 /U 


51 


2169 


gi2565046 


Homo sapiens 


CAGF28 


177A 

d ! /U 


07 

y 1 


2169 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


2V43 


7fi 


2170 


gi21707458 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


747ft 




2170 


gi2565046 


Homo sapiens 


CAGF28 


177ft 


07 


2170 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 




7ft 


2171 


gi32488718 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0088H09.l9 


121 


41 


2172 


gi26353296 


Mus musculus 


unnamed protein product 


711 


76 


2172 


gi28799187 


Homo sapiens 


unnamed protein product 


1463 


98 


2172 


gi30908853 


Homo sapiens 


synleurin 


1 AH1 

14W 


OS 
yo 


2173 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


1231 


99 


2173 


gil4625822 


Homo sapiens 


AF28225o_l Siglec-Ll 


12J I 


00 

yy 


2173 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


1231 


99 


2174 


gil3435476 


Mus musculus 


DNA segment, Chr 10, 
University of California at Los 
Angeles 1 


1200 


yl 


2174 


gi28279553 


Danio rerio 


Similar to DNA segment, Chr 
10, University ot Calitornia at 
Los Angeles 1 


865 


69 


2174 


gi29 144983 


Mus musculus 


UNA segment, vjir o, dkaiu 
Doi 253, expressed 


005 


Of 


2175 


gi27924102 


Mus musculus 


2i luU / jMIDKik protein 


QAA 


DO 


IMS 
21 Ij 


tri9Q4/*fiJttft 


IKlllCflllllC 
IVIUO IllU&L/UlUo 


23 1 0075M1 5Rik nrotein 


944 


68 


2175 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2176 


gi27924102 


Mus musculus 


2310075M15Rik protein 


944 


68 


2176 


gi29436830 


Mus musculus 


2310075M15Rik protein 


944 


68 


2176 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2177 


gi27924102 


Mus musculus 


2310075M15Rik protein 


944 


68 


2177 


gi29436830 


Mus musculus 


23 10075M15Rik protein 


944 


68 


2177 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2178 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


220 


56 
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2178 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


220 


51 


2178 


gi8572229 


Homo sapiens 


ubiquitous TPR-motif protein 
Y isoform 


217 


53 


2179 


gi6808611 


Homo sapiens 


AF204231_1 88-kDaGolgi 
protein 


3209 


0*7 

97 


2179 


gi6969980 


Homo sapiens 


AF1 63441 1 golgm67 


2339 




2179 


gi7211438 


Homo sapiens 


AF 164622 1 golgin-67 


2321 


97 


2180 


gil5030299 


Mus musculus 


protein kinase, cAMP 
dependent regulatory, type I 
beta 


1881 


94 


2180 


gi200365 


Mus musculus 


cAMP-dependent protein 
kinase regulatory subunit 


1886 


94 


2180 


gi307377 


Homo sapiens 


cAMP-dependent protein 
kinase Rl-beta regulatory 
subunit 


1957 


99 


2181 


gi 10945428 


Homo sapiens 


membrane-associated I 
guanylate kinase MAGI3 


1 cc 

156 


A 1 

41 


2181 


gil2003994 


Homo sapiens 


AF213259_1 membrane- 
associated guanylate kinase- 
related MAUi-3 


1 C£ 

15o 


41 


2181 


gi7650497 


Rattus norvegicus 


AF255614J scaffolding 
protein oLirK 


156 


41 


2182 


• mil r mi 

©1845577 


Mus musculus 


-lipoxygenase 




74 


2182 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


7^7 


/4 


2182 




—— - 

Mus musculus 


-lipoxygenase 




74 


2183 


gllo43D // 


Mus musculus 


-lipoxygenase 




74 
/ *t 


2183 


gj3UU4 1115 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


75S7 

jLJ J / 


74 

/*T 


1 1 Ol 

2183 


gi3643913 


Mus musculus 


-lipoxygenase 


Z.JJ7 


74 


2184 


gil845577 


Mus musculus 


-lipoxygenase 


2559 


74 


2184 


• o AH /l TOOT 

gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


75^7 
JLjj i 


74 


2184 


gi3645913 


Mus musculus 


-lipoxygenase 


2559 


74 


2185 


gi 10439485 


Homo sapiens 


unnamed protein product 


4o 1 


87 
0/ 


2185 


gi 12853469 


Mus musculus 


unnamed protein product 


jyj 


A7 


2185 


gi 18027736 


Homo sapiens 


AF318322 1 unknown 


3oU 




2186 


gil4l98207 


Mus musculus 


hypothetical protein BCUUolo3 


ijyy 


oc 
yo 


2186 


gil9343692 


Homo sapiens 




1625 


100 


2186 


gi7294965 


Drosophila 
melanogaster 


CG4452-PA 


615 


4U 


2192 


gi22209089 


Homo sapiens 


Similar to vesicular inhibitory 
amino aciu uansporxer 


308 


98 


2192 


gi30354l25 


Mus musculus 


Viaat protein 


308 


98 


2192 


gi3l566392 


Homo sapiens 


Vesicular inhibitory amino acid 
transporter 


308 


98 


2193 


gi22507470 


Mus musculus 


AI413481 protein 


997 


92 


2193 


gi3097285 


Rattus norvegicus 


ZOG 


481 


48 


2193 


gi8020l4 


Rattus norvegicus 


preadipocyte factor 1 


481 


48 


2194 


gil4883l4 


Homo sapiens 


hepatitis delta antigen 
interacting protein A 


442 


49 


2194 


gil8088059 


Mus musculus 


E030025D05Rik protein 


1622 


83 


2194 


gi6624073 


Homo sapiens 


AC007743J similar to 
hepatitis delta antigen 


1903 


94 
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interacting protein A 






2195 


gil4250638 


Homo sapiens 


AAH087o3 ouniiar to jl/In A 
segment, Chr 17, human 
D6S54E 


looO 


yy 


2195 


©3941733 


Mus musculus 


AAC82470 r$A14 


IHJJ 


7£ 

/o 


2195 


gi4337106 


Homo sapiens 


a atm onoi Ty A T*/l 

AADloQoz oA14 


looO 


00 
yy 


2196 


gil5277895 


Homo sapiens 


AAH12939 b miliar to 
cardiotrophin-like cytokine; 
neurotrophin- 1 /B-cell 
stimulating factor-3 


lzzo 


mo. 

1UU 


2196 


gil6356643 


Homo sapiens 


cardiotrophin-like cytokine 


1226 


100 


2196 


gi6007643 


Homo sapiens 


neurotrophin- 1/B-cell 
stimulating factor-3 


1226 


100 


2197 


gil5982236 


Mus musculus 


putative methionyl 
aminopeptidase 


1069 


92 


2197 


gi23306398 


: . 

Arabidopsis thaliana 


, putative 


7^0 

iyy 




2197 


gi2489977l 


Arabidopsis thaliana 


, putative 


ijy 




2198 


gil3592l75 


Leishmania major 


AC084329_1 ppg3 


196 


24 


2198 


gi28828l84 


Dictyostelium 
discoideum 


similar to Leishmania major. 


180 


24 


2198 


gi5420387 


Leishmania major 


proteophosphoglycan 


zuz 


Z4 


2199 


gil9387l36 


Homo sapiens 


A OAlMiO 1 "D'VTTJ TXT 

AF479748_1 PYR1N- 
containing APAFl-like protein 
5 


ill ^1 
4131 


01 
yl 


2199 


gi2l4l0402 


Mus musculus 


PYRIN-contammg AP AF 1-like 
protein 5 


1 1 Q1 

nyi 


SA 
34 


2199 


gi28436366 


Homo sapiens 


XT A r T%C 

NALPo 


4131 


01 

71 


2200 


gill321325 


Homo sapiens 


AF311862 1 Lin-7b 


684 


98 


2200 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog 
of mouse LIN-7B; mammalian 

T TXT *7 **s%.4-r+lm O 

LIN - / protem z 


Oo4 


Qfi 

yo 


2200 


gi3885828 


Rattus norvegicus 


lin-7-A 


673 


96 


2201 


gil4349125 


Homo sapiens 


alpna2-glucosyltransferase 


sen 


07 
y 1 


2201 


gi32490259 


Oryza sativa 
(japonica cuitivar- 
group) 


OSJNBb0116K07.1 


181 


46 


2201 


gi35 13451 


Rattus norvegicus 


potassium channel regulator 1 


549 


96 


2202 


gi 13325 140 


Homo sapiens 


A A T Tf\ A 1 O "5 

AAH04383 


Zoio 


1 nn 

1UU 


2202 


gi35768 


Homo sapiens 


polypirimidine tract binding 
protein 


2693 


100 


2202 


gi35774 


Homo sapiens 




2693 


100 


2203 


gi21 522776 


Homo sapiens 


unnamed protein product 


2998 


AO 

98 


2203 


gi24047224 


Homo sapiens 


Similar to EGF-hke-domain, 

m til ti nl A f\ 

multiple o 


2982 


no 

98 


2203 


gi6752658 


Homo sapiens 


AF186084_l epidermal growth 
factor repeat containingjjrotein 


2984 


98 


2204 


©21522776 


Homo sapiens 


unnamed protein product 


2998 


98 


2204 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


2982 


98 


2204 


gi6752658 


Homo sapiens 


AF1 86084^1 epidermal growth 
factor repeat containing protein 


2984 


98 


2205 


gil 1385648 


Homo sapiens 


AF273045J CTCL tumor 
antigen sel4-3 


3622 


95 


2205 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


3858 


95 


2205 


gi29165763 


Mus musculus 


3632413B07Rik protein 


3261 


75 
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2206 


glll3oj04o 


Homo sapiens 


1 PTPT tumor 
antigen sel4-3 




95 


2206 


gli7980969 


Homo sapiens 


ATtA*\A(\S& 1 cplA-^r nrntem 
/vT4D4UjO 1 SCI**--)! piuieui 


DO JO 


95 


2206 


gl29165763 


Mus muscuius ! 


J0324 IjdU / IvUv prULCUl 


JaU I 


75 1 


2207 


gil 1385648 


Homo sapiens 


Axmif\AK 1 PTPT titmnr 
ArZ / ,3U4D_i L V^JU lUinUi 

antigen sel4-3 




95 

yj 


2207 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


3858 


95 


2207 


gi29165763 


Mus muscuius 


36324 1 $d\j /KiK protem 


JZOl 


7^ 


2208 


gjll385648 


Homo sapiens 


At2/3U4j_i c i UJ- rumor 
antigen sel4-3 


^/?99 




2208 


gi 17980969 


: 

Homo sapiens 




JOJO 


95 


2208 


— iOA1 CCHtll 

gi29 165763 


Mus muscuius 


jo jZ4 i jd\) /ixiit protein 


JArU 1 


75 


2209 


gil4043211 


Homo sapiens 


AAH07594 Similar to RIKEN 

CJJJNA *t7j i*fzoru*r gens 


975 


97 


2209 


gi21 750866 


: 

Homo sapiens 


unnamed protein pruuuwt. 


y i j 


97 


2209 


gi25058997 


Mus muscuius 


1110003N12Rik protein 


641 4 


62 j 


2210 


• 1 0*71 *i £. 

gil9387l36 


Homo sapiens 


AT 4 /y /4o_l r I JKJJN- 

nnn^qi'ninn A P A 171 — 1 1 \rf* rxrntpin 

containing at at i-iiks pruieiii 
5 




100 


2210 


gi202806 


Rattus norvegicus 


vasopressin receptor 


969 


67 


2210 


©28436366 


Homo sapiens 


XT A T T>/T 




ion 


2211 


gil3l57560 


Homo sapiens 






QO 


2211 


* 1 O 1 ylT^1 1 

gil8 147612 


Homo sapiens 


metal loprotease aisiniegrm 




yy 


2211 


gi2 1908030 


Homo sapiens 


a disintegnn and 

mcLaiiopruicase UUIUalU -> J 


99^0 I 


OR 


2212 


m 1 O COI 1 1C 

gu3592l/3 


Leishmama major 


AP084/J9Q 1 nricr* 


163 


34 


2212 


« iri/ C O AO 

gil5145803 


Chlamydomonas 
reinhardtii 


hydroxyproline-rich 
glycoprotein von 


i <n 

JLJV 


28 


n 1 i 
2212 


glD42U3o/ 


Leishmania major 


proicopnospnogiycan 


157 


32 


11 1 1 

2213 


• 1 CylOAQIO 

gllj42U(S/y 


Mus muscuius 


A T*"3QRQ*71 1 cmVvrfn rpnpnt- 
i\Tjyoy 1 i i. aiiKjriiu lopoav - 

containing SOCS box protein 

10 


1986 


83 


2213 


glloU3 


mus muscuius 




808 


44 


ill 1 
2213 


mi q noil no, 
glloU722UU 


l_J ntn r\ com one 

riomo Sapiens 


AF417Q90 1 A<5B-10 


2062 


91 


111 A 

2214 


£132 /U/ 


nomo Sapiens 


liiieiieiuii^jniega & 


331 


51 


2214 


gi386800 


Homo sapiens 


interferon-alpha 


334 


51 


2214 


gl4912o4 


synthetic construct 


iriN'pseuuo-omega z 




99 


2215 


gl684155U 


Homo sapiens 


ARI^I^I^ 1 T4<5PP1^4 




99 


2215 


gi6841560 


Homo sapiens 


AF161518 1 HSPC169 


1604 


100 


2215 


gi9844577 


Homo sapiens 




1^01 


00 

77 


2216 


gil 1493483 


Homo sapiens 


Ar 13011/ 4o rKU2DDU 


AOS 


7Q 


2216 


gil872200 


Homo sapiens 


alternatively spliced product 
ii^inf exnn 13A 


3D 2 




2216 


gi7020440 


Homo sapiens 


unnamed protein product 


396 


76 


2217 


gi226584l8 


Mus muscuius 


cDNA sequence BC030934 


365 


71 


2217 


gi28838433 


Homo sapiens 


DKFZp762A2013 protein 


443 


87 


2217 


gi30842594 


Homo sapiens 


putative sulfhydryl oxidase 
precursor 


360 


74 


2218 


gil2958660 


Homo sapiens 


AF321918_1 acid phosphatase 


573 


89 


2218 


gil2958663 


Homo sapiens 


AF321918_4 acid phosphatase 
variant 3 


573 


89 


2218 


gi202934 


Rattus norvegicus 




207 


43 


2219 


gil5866260 


Homo sapiens 


AF411132 1 MRIP2 


2479 


97 


2219 


gi29476839 


Homo sapiens 


Similar to centaurin, gamma 2 


2124 


98 
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JHlt_Ui j 


— ; 
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Descrintion 


S score 
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Identity 






T-Tnmft cani pnc 


MRIP2 protein 


2466 


97 


111(\ 


\ijL IJOUOiOU 


nuiiiu oopiciio 


AF411132 1 MRIP2 


2479 


97 


2220 


gi29476839 


Homo sapiens 


Similar to centaurin, gamma 2 


2124 


98 


222U 




Homo sapiens 


Tv/TRTpO nrntein 


2466 


97 


111 1 

2221 


gUDoOOZOU 


Homo sapiens 


1 MRTP2 


2479 


97 


in 1 
2221 


•lAyii/roao 

gi2y4/oo3y 


Homo sapiens 


Similar tn cf*ntmirin pflmnia 1 
011111101 IU vvl 1 La 111 111; &QH imo *» 


2124 


98 


111 1 

2221 


gl3U3j430o 


Homo sapiens 


MHTP9 nrotein 
iyuxltz piuiciii 


2466 


97 


nn 
2222 


gllDoOOZOU 


riomo sapiens 


1 MRTP2 

/VI tl J. 1 JZi 1 JLVJJV1X Xr 


2479 


97 


1111 


_;iQ/i7/roiO 
gl2y4/0o3y 


riomo sapiens 


Similar tn rfntnirriTi jyamrna 2 


2124 


98 


nn 

2222 


-iAic>i<c<: 


riomo sapiens 


MRTP2 nrotein 


2466 


97 


2223 


glio41 /Uz 


iviacaca iascicuians 


ft>rti1in nlrtVia-T icfvfirirm 
1C1U1111 aiytllarx louiuiili 


655 


83 


2223 


gi2632092 


Pongo pygmaeus 


fertilin alpha protein 


745 


94 ! 


2223 


gl2655944 


Papio anubis 


ieruiin aipna-i 


UU 1 


85 


2224 


gil7887359 


Oryctolagus 
cunitvuius 


lipopmim /\-L<Z 


248 


54 


2224 


gi4107229 


Homo sapiens 


lipophilin A 


454 | 


100 


lllyl 

2224 


gl41U/z31 


Homo sapiens 


linnnnilin R 

iipupniiin jj 


267 


60 


2225 


gil 80251 


Homo sapiens 


precerebellin 


183 


48 


2225 


gi6942096 


Mus musculus 


CBLN3 


472 


90 


2225 


gi6942098 


Mus musculus 


A 171 1 Q1 OA 1 PDT Ml 

Arzlo3oU 1 k^dLNd 


All 
*r/Z 


on 

y\j 


2226 


gil 8255724 


Mus musculus 


LOC2 15928 protein 


131 


28 


2226 


gi21750370 


Homo sapiens 


unnamed protein product 


917 


85 


2226 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose j 
transporter 1 


1 Q< 
lOJ 


3U 


2227 


gil8255724 


Mus musculus 


LOC215928 protein 


131 


28 


2227 


gi2!750370 


Homo sapiens 


unnamed protein product 


917 


OJ 


2227 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


3U 


2228 


gi5726236 


multiple sclerosis 
associated retrovirus 
element 


gag polyprotein 


1*71 
1 ID 


33 


2228 


gi5726238 


multiple sclerosis 
associated retrovirus 
element 


Ar 1 23 o o i_ l gag poiyproxein 






OHO 

2228 


glo2 /z4o4 


Homo sapiens 


JW ijoyoi^i gag 


191 
if i 


56 


inn 
2229 


gii2yo4/4o 


Mus musculus 


at j i oo i z i neuronal 

penuaAiii rcccpiui 


2225 


88 


Illy 


glZZ33Z0j 


ivaLius norvegicus 


npnrnn'il rw^ntriiYin rRfpntnr 
ncuiuiiax pCllLLaA.HI ICvCpiV/l 


2250 


88 


ino 
Illy 


gi4iouiy / 


riomo Sapiens 




2559 


99 


111A 

223U 


gl31 /U01D 


Mus musculus 




1520 


95 


inn 

2230 


gl4/0U/oz 


Mus musculus 


Ton mA 

len-mH- 




95 


inn 
223U 


giyyuyo i / 


uaiius gauus 


teneunn-H 


1333 


89 


2232 


d 14124993 


Homo saniens 




232 


83 


2232 


gi30704639 


Mus musculus 


4930553F24Rik protein 


210 


74 


2232 


gi7716100 


Rattus norvegicus 


AF226993_1 selective LIM 
binding factor 


213 


76 


2233 


gi20987535 


Mus musculus 


Mcoln2 protein 


804 


92 


2233 


gi24417793 


Mus musculus 


mucolipin 2 


804 


92 


2233 


gi24417795 


Homo sapiens 


mucolipin 2 


857 


99 


2234 


gi20987535 


Mus musculus 


Mcoln2 protein 


804 


92 


2234 


gi24417793 


Mus musculus 


mucolipin 2 


804 


92 


2234 


gi24417795 


Homo sapiens 


mucolipin 2 


857 


99 


2235 


gi22477432 


Homo sapiens 


DKFZP762N2316 protein 


1002 


100 


2235 


gi27370669 


Homo sapiens 


Similar to REl-silencing 


159 


36 
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1 1 £~ ~ 

transcription factor 






2235 


« A A*5 A^A 

gi403020 


Mus musculus 


cn-z/lacz. tusion protein 


1^ A 


no 


2238 


*11 AAA 10^ 

gi 11990126 


Camelus 
dromedarius 


chymosin 


Ay** 


B1 

oi 


2238 


^ A A1 ftCI 

gi491952 


synthetic construct 


preprochymosm 


Ly 1 


QJ 


2238 


gi7Q08Q25 


Callithrix jaccbus 


prochymosin 


314 


01 ■ 
VI 


2239 


gl27330934 


Homo sapiens 


extracellular suitatase oui^r-z 




inn 

iUU 


2239 


gi27356938 


Mus musculus 1 


extracellular sulfatase SULF-2 


499 


90 


2239 


gi29165845 


Mus musculus 


Extracellular suitatase ouur-i 


5/ j 


ta 
/U 


2240 


gi27124671 


Homo sapiens 


Zn-carboxypeptidase 


877 


96 


2240 


gi2960072 


Homo sapiens 


procarboxypeptidase B 


488 


55 


2240 


gi32880163 


Homo sapiens 




487 


55 


2241 


gi27124671 


Homo sapiens 


Zn-carboxypeptidase 


877 


96 


2241 


gi2960072 


Homo sapiens 


procarboxypeptidase B 


488 


55 


2241 


gi32880163 


Homo sapiens 




487 


55 


2242 


gi 11545705 


Homo sapiens 


ISCU1 


663 


99 


2242 


gil 1545707 


Homo sapiens 


ISCU2 


845 . 


100 


2242 


gi20381021 


Mus musculus 


Nifu-pending protein 


807 


96 


2243 


gil7512406 


Mus musculus 


differential display and 
activated by p53 


188 


52 


2243 


gi25166615 


Homo sapiens 


AF223000_1 DDA3-like 
protein 


427 


56 


2243 


gi25 166621 


Homo sapiens 


AF32289M DDA3-hke 
protein 


427 


56 


2244 


gi 15990480 


Homo sapiens 


-binding protein 2 


1200 


AA 

99 


2244 


gi21961217 


Homo sapiens 


-binding protein 2 


1200 


99 


2244 


gi22213050 


Mus musculus 


B230313N05Rik protein 


1189 


97 


2245 


gi204058 


Rattus norvegicus 


extracellular signal-related 
kinase 3 


1497 


62 


2245 


gi23903 


Homo sapiens 


63kDa protein kinase 


2886 


98 


2245 


gi27882123 


Danio rerio 


Similar to mitogen-activated 
protein kinase 4 


1670 


61 


O*** A£. 

2246 


gi24417711 


Homo sapiens 


nesprin-2 


ISA 

354 


1 AA 
IUU 


2246 


gi28 195679 


Homo sapiens 


nesprin-2 alpha 2 


1CA 

354 


1 AA 
IUU 


2246 


gi28195681 


Homo sapiens 


nesprin-2 beta 2 


354 


100 


2248 


gil9353l33 


Mus musculus 


Clq-like 


C^A 

560 


80 


2248 


gi26996600 


Mus musculus 


Similar to Clq-like 


692 


96 


2248 


gi3240l227 


Homo sapiens 


AF525315_1 Clq-domain 
containing protein 


711 


99 


2249 


gil47l8648 


Homo sapiens 


allantoicase 


967 


99 


2249 


gi20987689 


Homo sapiens 


Similar to allantoicase 


1162 


99 


2249 


gi9255889 


Mus musculus 


AF278712 1 allantoicase 


932 


78 


2250 


gil3617341 


Homo sapiens 


LAG-3 protein precursor 


2796 


99 


2250 


gi30851187 


Homo sapiens 


LAG3 protein 


1906 


99 


2250 


gi579596 


Homo sapiens 


lymphocyte protein 


2634 


98 


2251 


gil3810285 


Rattus norvegicus 


guanine nucleotide 
release/exchange factor 


5807 


91 


2251 


gi2522208 


Homo sapiens 


Ras-GRF2 


6407 


99 


2251 


gi5882290 


Homo sapiens 


Ras guanine nucleotide 
exchange factor 2 


6401 


99 


2252 


gi22038l59 


Homo sapiens 


AF527605 1 ziziminl 


7984 


100 


2252 


gi28374168 


Mus musculus 


AA959601 protein 


7520 


93 | 


2252 


gi3 1419757 


Mus musculus 


AA959601 protein 


7520 


93 


2253 


gi!0433672 


Homo sapiens 


unnamed protein product 


1325 


89 
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2253 


gil9263505 


Homo sapiens 


hypothetical protein FU12242 


1325 


89 


2253 


gi23272394 


Homo sapiens 


KCTD2 protein 


728 


0/ 


2254 


gil4041697 


Homo sapiens 




3330 


94 


2254 


gi21594273 


Homo sapiens 




3371 


95 


2254 


gi25303955 


Homo sapiens 




3371 


95 


2255 


©1438532 


Rattus norvegicus 


rAl 


393 


51 


2255 


©1438534 


Rattus norvegicus 


rA9 


857 


70 


2255 


gi9438033 


Homo sapiens 


AF25441M ser/arg-rich pre- 
mRNA splicing factor SR-A1 


386 


51 


2256 


gil438532 


Rattus norvegicus 


rAl 


393 


51 


2256 


gil438534 


Rattus norvegicus 


rA9 


857 


70 


2256 


gi9438033 


Homo sapiens 


AF254411_1 ser/arg-rich pre- 
mRNA splicing factor SR-A1 


386 


51 


2257 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


58 


2257 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2257 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2258 


gil2652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


225& 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


2258 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


2259 


gi27695389 


Mus musculus 


MGC58017 protem 


1050 


97 


2259 


gi28558964 


Human herpesvirus 4 
type 2 


nuclear antigen-3B 


138 


28 


2259 


gi30481648 


Homo sapiens 




ooO 


cc 

ID 


2260 


gill 119239 


Rattus norvegicus 


AF3 13453 1 synaptotagmin 13 


792 


86 


2260 


gi 14210274 


Rattus norvegicus 


AF375466 1 synaptotagmin 13 


792 


86 


2260 


gi21410154 


Mus musculus 


synaptotagmin 13 


779 


84 


2261 


gil 1342591 


Mus musculus 


RanBP7/importin 7 


5301 


97 


2261 


gi32330683 


Mus musculus 


importin 7 


5313 


97 


2261 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5333 


98 


2262 


gil7939650 


Homo sapiens 


AAH19302 hypothetical 
protein FLJ12525 


3660 


97 


2262 


gil8676522 


Homo sapiens 


FLJ00158 protein 


1599 


100 


2262 


gi27462078 


Homo sapiens 


AF1 16730 1 MSTP060 


3629 


94 


2263 


gi28981429 


Mus musculus 


Ddefl protein 


879 


94 


2263 


gi4063614 


Mus musculus 


ADP-ribosylation factor- 
directed GTPase activating 
protein isoform a 


879 


94 


2263 


gi4406393 


Bos taurus 


differentiation enhancing factor 
1 


876 


94 


2264 


gi59500 


Human herpesvirus 1 


RL2 


139 


37 


2264 


gi59557 


Human herpesvirus I 


immediate early protein 


139 


37 


2264 


gi59833 


Human herpesvirus I 


IE110 


139 


37 


2265 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2265 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2265 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2266 


gi 15 145797 


Sus scrofa 


basic proline-rich protein 


178 


25 


2266 


gi27348769 


Bradyrhizobium 
japonicum USDA 
110 


blr0521 


191 


29 


2266 


gi30844278 


Cercopithecine 


very large tegument protein 


178 


25 
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Jllt_LU 
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laennry 






— : 

herpesvirus 1 








oo^o 

LIU l 


gLZl /4o5roj 


Homo sapiens 


unnamcu pruicm pruuuwi 


lZo 




OOAO 
ZZO/ 


»i^001 A 5 
gl J ZZ 143 


Homo sapiens 


i3- ceil growin iacior 


1ZV 


71 


2268 


gi21748983 


Homo sapiens 


unnamed protein product 


128 


65 


ZZOO 


gp2Z140 


Homo sapiens 


i5-ceii growtn iacior 


i on 

izy 


/l 


zzoy 


■ 1 iconic o 

giijjzyz4o 


Homo sapiens 


Centrin 3 


o4Z 


1 AA 

1UU 


zz oy 


gLiUjoZZlD 


Homo sapiens 




S4Z 


1 AA 




gL3ujo450l 


synthetic construct 




(Ml 

o4Z 


1 Aft 

1UU 


00"7A 

ZZ/U 


gl314jJZjO 


Homo sapiens 


lMAvjiiij lUi i / protein 


zzjy 


A1 


ZZ/U 


giiz4yzyu/ 


Homo sapiens 


selenoprotein O 


zz^y 




2270 


gi6572230 


Homo sapiens 




1768 


98 


2271 


gi3 1455256 


Homo sapiens 


IMAGE35 10317 protein 


2259 


91 


2271 


gi32492907 


Homo sapiens 


selenoprotein O 


2259 


91 


2271 


gi6572230 


Homo sapiens 




1768 


98 


2272 


gi21928729 


Homo sapiens 


seven transmembrane helix 
receptor 


661 


99 


2272 


gi6693701 


Homo sapiens 


AF147788_1 melanopsin 


661 


99 


2272 


gi6693703 


Mus musculus 


AF147789_1 melanopsin 


529 


83 


2273 


gi20072741 


Mus musculus 


E430025L02Rik protein 


538 


81 


2273 


gi2104856 


Rattus norvegicus 


platelet glycoprotein V 


143 


41 


2273 


gi439296 


Homo sapiens 


garp 


166 


43 


2274 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA 
synthetase 


727 


97 


2274 


gil5706421 


Homo sapiens 


middle-chain acyl-CoA 
synthetase 1 


727 


97 


2274 


gi5019275 


Bos taurus 


xenobiotic/medium-chain fatty 
acid:CoA ligase form XL-Ill 


529 


70 


2275 


gil5077826 


Homo sapiens 


AF394782_1 rap guanine 
nucleotide exchange factor 


2149 


100 


2275 


gi20386206 


Homo sapiens 


AF478567J PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


2149 


100 


2275 


gi6650766 


Homo sapiens 


AF1 17947 J PDZ domain- 
containing guanine nucleotide 
exchange factor I 


2149 


100 


2276 


gil5077826 


Homo sapiens 


AF394782J rap guanine 
nucleotide exchange factor 


2149 


100 


2276 


gj20386206 


Homo sapiens 


AF478567J PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


2149 


100 


2276 


gi6650766 


Homo sapiens 


AF117947_1 PDZ domain- 
containing guanine nucleotide 
exchange factor I 


2149 


100 


2277 


gil3592175 


Leishmania major 


AC084329J ppg3 


165 


29 


2277 


gi5420387 


Leishmania major 


proteophosphoglycan 


163 


26 


2277 


gi5420389 


Leishmania major 


proteophosphoglycan 


151 


30 


2278 


gil8676788 


Homo sapiens 


unnamed protein product 


875 


88 


2278 


gi21779866 


Mus musculus 


AF458068 1 IL-17RE 


234 


38 


2278 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


875 


88 


2279 


gil8676788 


Homo sapiens 


unnamed protein product 


875 


88 


2279 


gi21779866 


Mus musculus 


AF458068 1 IL-17RE 


234 


38 


2279 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


875 


88 


2280 


gil4150450 


Rattus norvegicus 


AF241241J UDP- 
GalNAc:polypeptide N- 


197 


85 
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iaeiiuty 








j — i : — i Zc 

acetyl galactosanunyltransierase 

TO 






22SU 


gl25 809274 


— : 

Homo sapiens 


polypeptide N- 

acetyl gai acios anunyi uansieras e 
1ft 


010 

Lvy 


07 


ZZoU 


OT9fiO£fi/£7£ 
glZoZ0oD/O 


nomo Sapiens 


T TT\P_\L,an**tv1-nlnVia-ri- 
U Ur -lN-aCCtyi-aipild-i>- 

o r !»1o/»+ricQTriino , T>rt1vn#»nti^p 
galaUlUoalU Ulv. pl/iy |lwp HUP i" 

acetylgalactosaminyltransferase 
10 


910 


Q7 


2281 j 


gil7384577 


Escherichia coli 


orfll76 


1087 


99 


2281 


gi28629348 


Escherichia coli 


SopA 


1087 


99 


OOS1 

Z2ol 


gl4243 1 


Escherichia coli 




10R7 
luo / 


QQ 1 


2282 


gi 1377895 


Homo sapiens 


OB-cadherin-2 


540 


51 


2282 


gi30171995 


Homo sapiens 


cadherin-24 


990 


100 


2282 


gi3017199o 


Homo sapiens 


cadherin-24 variant 




luu 


2283 


gll377895 


Homo sapiens 


ujts-caanenn-2 




CI 

Jl 


2283 




Homo sapiens 


cadherin-24 


QOA 


ion 


2283 


gi30171998 


Homo sapiens 


cadherin-24 variant 


990 


100 


2284 


gi 1398903 


Mus musculus 


Ca2+ dependent activator 
protein for secretion 


1303 


oy 


2284 


gi21541504 


Homo sapiens 


AF458662_1 calcium- 
dependent activator protein for 
secretion protein 


1185 


83 


2284 


gi577428 


Rattus norvegicus 


Ca2+-dependent activator 
protein; calcium-dependent 
actin-binding protein 


124/ 


OJ 


005^ 


nil 1 A71 70Q 

gti iu/ 1 /2y 


— — : 

Homo sapiens 


putative dipeptidase 


59£ 
DZO 


1 nn 


22oj 


rrt 1 11 O^ilid 

gill 1Z0J44 


Homo sapiens i 


putative metallopeptidase 


ZOO 


Do 


000^ 
22 o j 


gi j 24yiDij 


Mus musculus 


putative membrane-bound 
Qipepuoaseo 


OA^ 


cc 

J J 


00Q£ 
ZZOO 


gll l*f;OOjZ 


norno sapiens 


/\.rzuu/uo_i Calcium cnannei 
blocker resistance protein 

V^V^DJV 1 


91fiR 
z lOO 


1ftft 

Iw 


99R6 


tri 1 ^Q94790 




AF9S9R79 1 f*wHnp7tr1ntamate 


2168 


100 


2286 


gil5082352 


Homo sapiens 


AAH12087 member 11 


2168 


100 


99R7 
ZZO / 


ail709R^4R 

gll /1/ZOO*tO 


Ufimft com otic 

nuniu bapicjio 


DK*P7P^Rfifr1 ^1 7 nrnfpin 


174R 

D / HO 


100 


99R7 
zzo / 


oi90QR7Q9A' 

glZU70 / ^ZH 


lVAiic mn or»i in ic 
i Villi IIluaLUlUb 


9a1flft04T 1 ^Rilf nrnfpin 




09 


99R7 
zzo / 


ai9Qfi194*>5 


IVlUo lllUdwUlUo 


941 0004T 1 TO \V nrnfpin 


JO 17 


92 


99RR 

ZZOO 


<ri1Q^59QR7 


norno sapiens 


Cimilur trv K"T A A rw-ntpin 

oiniHai to tsx£\JriXt u tDj proiem 


QZOJ 


07 


99RR 

ZZOO 


oi9RR74^7 

glZOO /HJ / 


numu sapiens 




M.1fi 

U*T 1 U 


OR 
yo 


99RR 

ZZOO 


glj 1*t10U*tO 


1V1US ulUSCUlUS 




4Q1fi 




2289 


ei24061707 


Mus musculus 


GAP-related interacting nartner 
toE12 


766 


88 


2289 


gi26334941 


Mus musculus 


unnamed protein product 


783 


89 


2289 


gi4240257 


Homo sapiens 


KIAA0884 protein 


725 


75 


2290 


gi20269957 


Sus scrofa 


AF498759J phospholipase C 
delta 4 


166 


96 


2290 


gi21307610 


Mus musculus 


phospholipase C delta 4 


158 


90 


2290 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


151 


84 


2291 


gil2839717 


Mus musculus 


unnamed protein product 


238 


62 


2291 


gil6552885 


Homo sapiens 


unnamed protein product 


382 


92 


2291 


gi26327387 


Mus musculus 


unnamed protein product 


238 


62 


2292 


gil8480186 


Mus musculus 


olfactory receptor MOR261-6 


1330 


81 
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2292 


gi32052343 


Mus musculus 


olfactory receptor 
GA_x6K02 r2P3b9-4384 160- 

A1 OIIOQ 

4383228 


1330 


81 


2292 


gi9368991 ! 


Homo sapiens 




1397 


on 

99 


2293 


gi29791964 


Homo sapiens 


Thrombospondin 4 


2097 


100 


2293 


gi311626 


Homo sapiens 


thrombospondin-4 


2090 


99 | 


2293 


gi4895079 


Mus musculus 


thrombospondin 4 


2047 


96 \ 


2294 


gi24460119 


Mus musculus 


4 T'V* / > %^ B ? A F A "t TVTT7 • a 1 

AF32745M JNK-associated 
leucine-zipper protein 


6108 


95 


2294 


gj24460121 


Homo sapiens 


AF327452_1 JNK-associated 
leucine-zipper protein 


6282 


98 


2294 


gi3116015 


Homo sapiens 


sperm specific protein 


3848 


100 


2295 


gi21 654741 


Homo sapiens 


peptide/histidine transporter 


2861 


100 


2295 


gi2208839 


Rattus norvegicus 


peptide/histidine transporter 


2484 


87 


2295 


gi33126130 


Homo sapiens 


peptide/histidine transporter 


2826 


99 


2296 


gi 19353264 


Homo sapiens 


Similar to dishevelled 
associated activator of 
morphogenesis 2 


193 


34 


2296 


gi22247Q3 


Homo sapiens 


KIAA0381 ! 


291 


50 


2296 


gi30268369 


Homo sapiens 


hypothetical protein 


291 


50 


lorn 

2297 


gi22760046 


Homo sapiens 


unnamed protein product 


918 


95 


2297 


gi27769120 


Homo sapiens 


Similar to hypothetical protein 
rLJ3092l 


918 


95 


2297 


gi33417243 


Mus musculus 


B2303 1211 8Rik protein 


621 


62 


2298 


gil2655913 


Homo sapiens 


AF227516_1 sprouty-4A 


494 


97 


2298 


gil2655915 


Homo sapiens 


AJF227517_1 sprouty-4C 


413 


100 


2298 


gi29747900 


Mus musculus 


Sprouty homolog 4 


347 


83 


2299 


gi29 692498 


Mus musculus 


XI A A /"^ a.' J TT 

NAAG-peptidase II 


3438 


87 


2299 


gi3211746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypeptidase 


2813 


70 


2299 




Homo sapiens 


XT A ATA rt»~~ TT ' 

NAALADase II protein 


3872 


no 

99 


2300 


gi21750009 


Homo sapiens 


unnamed protein product 


501 


100 


2300 


gi23092685 


Drosophila 
melanogaster 


CG7020-PA 


150 


76 


2300 


gi235 12248 


Homo sapiens 


Similar to DISCO Interacting 
Protein 2 


238 


56 


2301 


gi2l4l0507 


Mus musculus 


Plxnb2 protein 


465 


75 


2301 


gi60l02ll 


Homo sapiens 


semaphorin receptor 


225 


47 


2301 


gi9885259 


Homo sapiens 


A 1-11 iAA1 f\ 1 1 * T-» r-% 

AF149019_1 plexin-B3 


228 


47 


2302 


gil 1692802 


Homo sapiens 


AF320294 l ABCG8 


287 


88 


2302 


gil5088540 


Homo sapiens 


AF324494 1 sterolm-2 


287 


88 


2302 


gil5146444 


Homo sapiens 


AF351824 1 sterolin-2 


287 


88 


2303 


gll2o52851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


i no*7 

1987 


1 oo 

100 


2303 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


2303 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


2305 


gi24430369 


Mus musculus 


MMAC8 


280 


47 


2305 


gi3 1338848 


Mus musculus 


MAIR-Ia 


285 


46 


2305 


gi31338850 


Mus musculus 


MAIR-Ib 


280 


47 


2306 


gi3 1414326 


Homo sapiens 


MHC class I antigen 


1941 


99 


2306 


gi33187148 


Homo sapiens 


HLA-A2 


1941 


99 


2306 


gi403144 


Homo sapiens 


MHC class I lymphocyte 
antigen 


1941 


99 
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IT c r tt u i<*gc 

Identity 


2307 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


y\j 


2307 


gi32490539 


Homo sapiens 


RY2G5 


101 
iy i 


90 


2307 


gi57732 


Rattus rattus 


notential lipand-bindinff 
protein 


711 


19 


2308 


gi21667214 


Homo sapiens 


AF465767 1 
bactericidaL^ermeability- 
increasing protein-like 3 


ft j 


on 

y\j 


2308 


gi32490539 


Homo sapiens 


RY2G5 


101 


90 
£,y 


2308 


gi57732 


Rattus rattus 


Dotential lipand-bindinp 
protein 


911 


19 


2309 


gi21667214 


Homo sapiens 


AF465767 1 
bactericidal/permeability- 
increasing protein-like 3 


741 


on 

y\j 


2309 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2309 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2310 


gi21667214 


Homo sapiens 


AF465767J 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2310 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2310 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2311 


gil3529158 


Homo sapiens 


AAH05349 


1137 


99 


2311 


gi529514 


Sus scrofa 


neuronal endocrine protein 


1073 


94 


2311 


gi77 18079 


Homo sapiens 


neuroendocrine protein 7B2 


1129 


99 


2312 


gil5029903 


Mus musculus 


Similar to proline-rich protein 
BstNI subfamily 2 


175 


31 


2312 


gi31746553 


Caenorhabditis 
elegans 


Collagen protein 51 


171 


35 


2312 


gi32698037 


Caenorhabditis 
elegans 




174 


33 


2313 


gil3543081 


Mus musculus 


claudin 6 


822 


70 


2313 


gi4128041 ! 


Homo sapiens 


claudin-9 protein 


1116 


100 


2313 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 


2314 


gil8676638 


Homo sapiens 


FLJ0021 8 protein 


574 


95 


2314 


gi4587895 


Rattus norvegicus 


AF072509_1 glutamate 
receptor interacting protein 2 


667 


84 


2314 


gi6601555 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


667 


84 


2315 


gi23496442 


Rattus norvegicus 


disabled- 1 


2807 


96 


2315 


gi3288852 


Homo sapiens 


disabled- 1 


2865 


99 


2315 


gi8118615 


Homo sapiens 


AF263547 1 disabled- 1 


2842 


99 


2316 


gil6877456 


Homo sapiens 


AAH16974 


493 


100 


2316 


gi20810324 


Homo sapiens 




493 


100 


2316 


gi26351033 


Mus musculus 


unnamed protein product 


444 


91 


2317 


gil5430703 


Homo sapiens 


AF362953J testis specific 
serine/threonine kinase 2 


1854 


99 


2317 


gi2738898 


Mus musculus 


protein kinase 


1684 


89 


2317 


gi33590489 


Rattus norvegicus 


serine/threonine kinase 22B 


1755 


92 


2318 


gil2963879 


Homo sapiens 


prostaglandin D synthase 


998 


100 


2318 


gil3543568 


Homo sapiens 


^PTGDS protein 


998 


100 


2318 


gil89772 


Homo sapiens 


prostaglandin D2 synthase 


998 


100 
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2319 


gil4336718 


Homo sapiens 


AE006464 18 similar to 
HAGH 


656 


99 


2319 


gil4336766 


Homo sapiens 


AE006639J 

hydroxyacylglutathione 

hydrolase 


339 


47 


2319 


gi20988885 


Mus musculus 


2810014I23Rik protein 


583 


78 


2320 


gil3397835 


Homo sapiens 


annexin A13 isoform b 


1245 


98 


2320 


gi33980 


Homo sapiens 


intestine-specific annexin 


1252 


98 


2320 


gi757784 


Cards familiaris 


annexin Xlllb 


1151 


91 


2321 


gi204222 


Rattus norvegicus 


GABA transporter protein 


2124 


90 


2321 


gi2 1707908 


Homo sapiens 


, member 1 


2132 


99 


2321 


gi31658 


Homo sapiens 


GABA transporter 


2117 


99 


2323 


gi20381266 


Homo sapiens 


Glypican 2 


602 


90 


2323 


gi440127 


Rattus norvegicus 


cerebrogjycan 


548 


81 


2323 


gi5911318 


Homo sapiens 


AF105267 1 glypican-6 


265 


47 


2324 


gil8676470 


Homo sapiens 


FLJ00132 protein 


1361 


100 


2324 


gii9344068 


Mus musculus 


2700038E08Rik protein 


2403 


74 


2324 


gi23274106 


Mus musculus 


2700038E08Rik protein 


2403 


74 


2325 


gi25396387 


Homo sapiens 


ai\Jiia ^,U" , 'oiai yiuoilaiClaoC 


HO / 


OS 
yo 


2325 


gi27650880 


Homo sapiens 


beta-galactoside alpha-2,6- 

Qial vl trancfpra cp 


467 


98 


2325 


gi452751 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 

sia 1 vltran <sfiprn cp 
oioi yi u alio id aoC 


268 


58 


2326 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


2004 


99 


2326 


gil3344997 


Homo <jarnpti<! 


\»*u nyo oynurorne cnucai 
rpcnnn ■nrntpin icrkflrvrm 9 

ICglUlI JJlULClll loUlUlUl £, 


0001 


1 oo 
1UU 


2326 


gi27503696 


Homo sapiens 


Similar tn f*at pvp cvriffrnmA 
oiiiiiioi wj tat eye oYiiuiuiiic 

chromosome region can Hi Hat <» 
5 


ZUU 1 


1UU 


2327 


gil3344995 


Homo sapiens 


Cat Eve Svndrome critical 
region protein isoform 1 


2004 

Z.I/V/H 


00 
yy 


2327 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2001 


100 


2327 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


2001 


100 


2328 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2328 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2328 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2329 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2329 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2329 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin ! 


230 


40 


2330 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2330 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2330 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2331 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2331 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2331 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2332 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2332 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2332 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin j 


230 


40 


2333 


gil4789873 


Mus musculus 


Es31 protein 


508 


70 


2333 


gil7512361 


Mus musculus 


esterase 31 


508 


70 
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2333 


gi29476863 


Mus musculus 


Similar to esterase 3 1 


516 


69 


2334 


. ■ i Art Art 1 ^ o 

gi 19909 128 


Homo sapiens 


AF489528_l transforming 
growth factor-beta binding 
protein- IS 


189 


100 


2334 


gi20728o 


Rattus norvegicus 


TGF-beta masking protein 
large subunit 


179 


90 


Z334 


gl339548 


. 

Homo sapiens 


transforming growth factor- 
beta l binding protein precursor 


1 OA 

189 


1 AA 

100 




gUJOOi Do 


Ti 

Gallus gallus 


myomesin 


/lOO 


io 
3/ 




cn'11 A~\ 8010 


Homo sapiens 


Myomesin 2 


43y 


i£ 
30 


2336 


gi407097 


Homo sapiens 


l65kD protein 


439 


36 


OIIO 

z339 


* 1 *\£.CCA /lO 

gl 12655442 


Homo sapiens 


keratin associated protein 4.2 


706 


86 


011O 

z33y 


gll20j.)4oU 


Homo sapiens 


keratin associated protein 4. 12 


732 


86 


OIIO 

Z33y 


gll20J3404 


Homo sapiens 


keratin associated protein 4.15 


761 


AA 

99 


2340 


gil2655442 


Homo sapiens 


keratin associated protein 4.2 


706 


86 


OI/IA 

2340 


gi 12655460 


Homo sapiens 


keratin associated protein 4.12 


732 


86 


01/1A 

2340 


gll2o554o4 


Homo sapiens 


keratin associated protein 4. 15 


761 


99 


2341 


gil2655442 


Homo sapiens 


keratin associated protein 4.2 


706 


86 


2341 


gi 12655460 


Homo sapiens 


keratin associated protein 4.12 


732 


86 


2341 


gi 12655464 


Homo sapiens 


keratin associated protein 4.15 


761 


99 


2342 


gil5722084 


Homo sapiens 




1930 


99 


2342 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1288 


63 


2342 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1288 


63 


2343 


gil5722084 


Homo sapiens 




1930 


99 


2343 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1288 


63 


2343 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1288 


63 


2344 


gi20152322 


Homo sapiens 


putative G-protein coupled 
receptor 


1570 


100 


2344 


gi32526601 


Homo sapiens 


GPRC5D 


1576 


100 


2344 


gi81 18040 


Homo sapiens 


AF209923_1 orphan G-protein 
coupled receptor 


1570 


100 


2345 


gil7224598 


Homo sapiens 


AF293615J blood dendritic 
cell antigen 2 protein 


1147 


95 


2345 


gil7225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1147 


95 


2345 


gil7225339 


Homo sapiens 


AF325460J dendritic lectin b 
isoform 


953 


82 


2346 


gil7224598 


Homo sapiens 


AF293615J blood dendritic 
cell antigen 2 protein 


1147 


95 


2346 


gil7225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1147 


95 


2346 


gil7225339 


Homo sapiens 


AF325460J dendritic lectin b 
isoform 


953 


82 


2347 


gi21929119 


Homo sapiens 


seven transmembrane helix 
receptor 


1588 


100 


2347 


gi2792016 


Homo sapiens 


olfactory receptor 


1393 


100 


2347 


gi4092819 


Homo sapiens 


BC3 19430 5 


1386 


100 


2348 


gi2589172 


Rattus norvegicus 


mucin Muc3 


308 


36 


2348 


gi28436742 


Mus musculus 


Muc3 protein 


295 


37 


2348 


gi5911169 


Homo sapiens 


AF147790J transmembrane 
mucin 12 


719 


81 


2349 


gi3549152 


Homo sapiens 


R29124 1 


180 


36 


2349 


gi8101840 


Papio hamadryas 


AF259559J 

carcinoembryonic antigen- 


182 


35 
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iamily cell adnesion moiecuie 
w; CEACAMw 






2349 


gi8l01856 


Cercopithecus 
aethiops 


Ar2595o7_l 

carcinoembryomc antigen- 
I Emily ceil aonesion muieciue 
1-1, V^iSAWllVii 


1 TO 

1 ly 


33 


2350 


gi27924102 


Mus musculus 


2310075M15Rik protein 


944 


68 


01 CA 

2350 


gi29436830 


Mus musculus 


Z3 lUU/DmlDi\lK protein 




QO 


2350 


gi6273399 


Homo sapiens 


AF200348J melanoma- 
associated antigen MG50 


940 


67 


2351 


gi27924102 


Mus musculus 


2310075M15Rik protein 


944 


68 


2351 


gi29436830 


Mus musculus 


231uU/jM1j kik protem 


QAA 


oo 


2351 


gi6273399 


Homo sapiens 


ArZuU34o_l melanoma- 
associaica antigen ivioj u 


QA(\ 

y4u 


£7 
O/ 


11 CO 

23D 2 


gllU43D//0 


— — : 

Homo sapiens 


unnamed protein product 


1 1 ^9 


y? 


2352 


gi32451585 


Homo sapiens 




681 


60 


2352 


gi7264653 


Mus musculus 


Ar ioU4 /u l JviaauD/D ; 


AO/1 


£9 
OZ 


2353 


i aaao 

gi202 19008 


Chi amy dom onas 
reinhardtii 


Ar3V41ol_l couea-coii 
flagellar protein 


98ft 
ZoU 


90 

Z!7 


2353 


gi23497711 


Plasmodium 
falciparum 3jd / 


AE014826_49 rhoptry protein, 
putative 


149 


25 


Z3«>3 


giD4j//yi 


Pyrococcus abyssi 


smcl chromosome segregation 
protein 


un 

1 jU 


99 


2354 


gil2654511 


Homo sapiens 


Torsin family 3, member A 


1438 


100 


2354 


gi 14043 167 


Homo sapiens 


Torsin family 3, member A 


l*t jo 


Iftft 


2354 


gil5079904 


Homo sapiens 


Torsin family 3, member A 


1438 


100 


2356 


gl 15076843 


Homo sapiens 


AtZ334du_i pecanex-iiKe 
protein 1 


OA 8 


99 
/Z 


2356 


gil8157547 


Mus musculus 


Arz3 /yD3_i pecanex-iiKe 3 


1 19^ 
13Z3 


OS 

70 


2356 j 


gi 665 0377 


Mus musculus 


Aruyozoo_i pecanex i 


OA 8 
yno 


91 
/ 1 


2357 


gl 15076843 


Homo sapiens 


A T711 1 A CA 1 «*aaa««av KIta 

A-bz334jU_l pecanex- like 
protein 1 


OA 8 
y4o 


99 

1 


2357 


gil8157547 


Mus musculus 


AF237953J pecanex-like 3 


1325 


98 


2357 


gi6650377 


Mus musculus 


a rnn/cioc i maaamav 1 

AruyoZoo_i pecanex 1 


OA 8 


91 
/ 1 


2358 


gl 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


908 


79 
/Z 


2358 


glZDoUj /o 

J 


Homo sapiens 


uDiquitous 1 r K motu, i 
lsoioxm 


^A1 


7ft ! 
/VI 


2358 


gi8572229 


Homo sapiens 


ubiquitous TPR-motif protein 
Y isoform 


301 


70 


2359 


gil2043567 


Homo sapiens 


unc-93 related protein 


1544 


97 


2359 


• 1 firs C\(\C\ 1 C 

gi 173909 15 


Mus musculus 


unc93 homolog B 


13jU 






fw9l971 9A£ 

glZ3Z / 1 /40 


Mus musculus 


unci? jd proiein 






2360 


gil5990461 


Homo sapiens 


AAH15612 ring finger protein 
25 


2465 


100 


2360 


gil8490513 


Mus musculus 


Rnf25 protein 


1983 


82 


2360 


gi29179411 


Mus musculus 


Ring finger protein 25 


1988 


82 


2361 


gil4714684 


Mus musculus 


2810423E13Rik protein 


632 


83 


2361 


gi33086578 


Rattus norvegicus 


Ab2-276 


385 


82 


2361 


gi7295255 


Drosophila 
melanogaster 


CG8596-PA 


307 


46 


2362 


gil6930383 


Pan troglodytes 


AF383 169 J leukocyte 
immunoglobulin-like receptor e 


172 


38 


2362 


gi32396010 


Bos taurus 


immunoglobulin A Fc receptor 


179 


33 
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2362 


gi6563042 


Homo sapiens 


AF109683_1 leukocyte- 
associated Ig-like receptor lb 


179 


24 


2363 


©16930383 


Pan troglodytes 


AF383169_1 leukocyte 
immunoglobulin-like receptor e 


172 


38 


2363 


gi32396010 


Bostaurus 


immunoglobulin A Fc receptor 


179 


33 


2363 


gi6563042 


Homo sapiens 


AF1 09683^1 leukocyte- 
associated Ig-like receptor lb 


179 


24 


2364 i 


gi2 1595 190 


Mus musculus 


251000 lA17Rik protem 


366 


no 


2364 


gi2l707l28 


Homo sapiens 


Ran binding protein 1 1 


370 


1 AA ! 

1U0 


2364 


gi66506l2 


Homo sapiens 


AF111109_1 Ran binding 
protein 11 


370 


1 AA 

100 


2367 


gill4934l9 


Homo sapiens 


AF130117 15 PR01367 


128 


51 


2367 


gi6690223 


Homo sapiens 


AF090928J PRO0470 


118 


50 


2367 


gi68556l3 


Homo sapiens 


AF1 13685 1 PRO0974 


154 


51 


2369 


gi3002527 


Homo sapiens 


neuronal thread protem AD7c- 
NTP 


404 


48 


2369 


gi32486l67 


Homo sapiens 


AD7C-NTP 


404 


48 


2369 


gi66508l0 


Homo sapiens 


AF118094 21 PRO1902 


258 


64 


2370 


gil327839l 


Mus musculus 


RIKEN cDNA 9430015G10 


595 


71 


2370 


gil4250646 


Homo sapiens 


FLF20584 protein 


803 


98 


2370 


gi702079l 


Homo sapiens 


unnamed protein product 


834 


99 


2371 


gil6588454 


Homo sapiens 


AF3 12374 1 AGTRAP protem 


823 


100 


2371 


gil6878260 


Homo sapiens 


AAH17328 Similar to 
angiotensin II, type I receptor- 
associated protem 


776 


95 


2371 


gi962l8l6 


Homo sapiens 


AF165187 I ATRAP 


822 


99 


2372 


gi 12330704 


Mus musculus 


AF333770_1 cell recognition 
molecule CASPR4 


539 


82 


2372 


gil7986216 


Homo sapiens 


AF333769_i cell recognition 
molecule CASPR3 


633 


97 


2372 


gi21961652 


Mus musculus 


contactin associated protein 4 


539 


82 


2373 


gil2330704 


Mus musculus 


AF333770_1 cell recognition 
molecule CASPR4 


539 


82 


2373 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


633 


97 


2373 


gi21961652 


Mus musculus 


contactin associated protein 4 


539 


82 


2374 


gil 1041469 


Macaca fascicularis 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransferase 


1116 


63 


2374 


gi21552746 


Homo sapiens 


AF410457J putative 
polypeptide N- 

acetylgalactosaminyltransferase 


1670 


100 


2374 


gi21552969 


Mus musculus 


AF467979J Williams-Beuren 
syndrome critical region gene 
17 


1656 


98 


2375 


gil6198335 


Drosophila 
melanogaster 


SD08329p 


411 


47 


2375 


gi23092707 


Drosophila 
melanogaster 


CG17090-PA 


411 


47 


2375 


gi23092708 


Drosophila 
melanogaster 


CG17090-PB 


411 


47 


2377 


gil4571502 


Homo sapiens 


calcium-promoted Ras 
inactivator 


1022 


81 


2377 


gil5680152 


Homo sapiens 


AAH14420 


317 


41 


2377 


gi4185294 


Homo sapiens 


rasGAP-activating-like protein 


289 


36 


2379 


gil5128105 


Mus musculus 


AF397008 1 nephronectin 


737 


82 



WO 2004/080148 



PCT/US2003/030720 



278 
TABLE 2 B 



SEQJD 


HitJD 


Species 


Description 


S_score 


Percentage_ 
lucnuiy 


2379 






Mus museums 


nepnronecun snort lsuiunn 


/ J / 


OZ 


2379 


gllj43UZ4o 


Mus musculus 


nephronectin long isoform 


in 


oz 


2380 


gll6041o75 


Homo sapiens 


AAH13/U4 jomea to JAZ»r i 


0111 
Zl JL 


OQ 

yy 


2380 


gil 7862954 


Drosophila 
melanogaster 


oDU4boyp 


11 1 


11 


2380 


gi28839713 


Homo sapiens 


Similar to joined to JAZF1 


363 


81 


2381 


gL29387355 


Xenopus laevis 


— 


ZOJ 


Zo 


2381 


gi3242649 


Rana catesbeiana 


alpha 1 type I collagen 


Zy 1 


Zo 


2381 


gi4140029 


Cynops pyrrhogaster 


alpha 1 type I collagen 


Z/ / \ 


z/ 


2382 


gi32967231 


Homo sapiens 


TAP A3 


481 ! 


100 


2382 


©32967237 


Homo sapiens 


TAFA3.2 


619 


1 AA 


2382 


gi32967243 


Mus musculus 


TAFA3 


390 


82 


2383 


gi32967231 


Homo sapiens 


TAFA3 


481 


100 


2383 


gi32967237 


Homo sapiens 


TAFA3.2 


619 


100 


2383 


gi32967243 


Mus musculus 


TAFA3 


390 


82 


2384 


gi 10443967 


Homo sapiens 


AF268610_1 THEG protein 


298 


60 


2384 


gj20306274 


Homo sapiens 


testicular haploid expressed 
gene 


298 


60 


2384 


©7416134 


Homo sapiens 


testis-specific gene 


298 


60 


2385 


gil 8480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2385 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2385 


gi32052225 


Mus musculus 


olfactory receptor 

GA x6K02T2P3E9-4341246- 

4340281 


1336 


80 


2386 


gil 8480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2386 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 \ 


2386 


gi32052225 


Mus musculus 


olfactory receptor 

GA X6K02T2P3E9-4341246- 

4340281 


1336 


80 


2387 


gil3937888 


Homo sapiens 


AAH07052 Similar to 
heterogeneous nuclear 
ribonucleoprotein C 


196 


97 


2387 


gi337455 


Homo sapiens 


hnRNP C2 protein 


196 


97 


2387 


gi4139188 


Mus musculus 


heterogeneous nuclear 
ribonucleoprotein C1/C2; 
hnRNP C1/C2 


190 


95 


2388 


gil90259 


Homo sapiens 


neuron-specific protein 


335 


100 


2388 


gil90261 


Homo sapiens 


21 kDa protein 


335 


100 


2388 


gi56877 


Rattus norvegicus 


reading frame 1 


331 


98 


2389 


gil4573319 


Homo sapiens 


AF334755J interleukin-1 
HY2 


818 


100 


2389 


gil4573321 


Homo sapiens 


AF334756 1 interleukin-1 
HY2 


818 


100 ! 


2389 


gil8025344 


Homo sapiens 


interleukin-1 receptor 
antagonist-like FIL1 theta 


804 


98 


2390 


gi27694303 


Homo sapiens 


Similar to keratin, hair, acidic, 
6 


694 


69 


2390 


gi3724099 


Homo sapiens 


type I hair keratin 1 


692 


69 


2390 


gi3724114 


Homo sapiens 


type I hair keratin 6 


694 


69 


2391 


gi32488718 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0088H09.19 


121 


41 
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2393 


©14595019 


Homo sapiens 


keratin 6 irs 


ooz 


yo ! 


2393 


©2790 1 522 


Homo sapiens 


keratin o irs3 


ooi 


OS 

yo 


2393 


©2790 1 524 


Homo sapiens 


keratin 6 irs4 




Q* 

SO 


2394 


gil 1066090 


Homo sapiens 


AF195192J matrix 
metal loprotease MMP-27 


507 


100 


2394 


gi 12006364 


Tupaia belangeri 


AF281673J matrix 
metalloproteinase-27 


458 


91 


2394 


©3511149 


Gallus gall us 


matrix metalloproteinase 


353 


60 


2395 


©11066090 


Homo sapiens 


AFl95l92_l matrix 
metalloprotease MMP-27 


507 


100 


2395 


©12006364 


Tupaia belangeri 


AF281673J matrix 
metalloproteinase-27 


458 


91 


2395 


©3511149 


Gallus gallus 


matrix metalloproteinase 


353 


60 


2396 


©24710913 


Homo sapiens 


suppressor of fused 


2599 


100 


2396 


©5739507 


Homo sapiens 


AFl75770_l suppressor of 
fused 


2594 


99 


2396 


©6689894 


Homo sapiens 


AFl59447_l Suppressor of 
Fused 


2599 


100 


2397 


©20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2397 


©21667212 


Homo sapiens 


AF465766J 
bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2397 


©28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2398 


©19526647 


Homo sapiens 


AF462348_l oxidored-nitro 
domain-containing protein 


2019 


99 


2398 


©28175624 


Mus musculus 


RIKENcDNA 1810007P19 
gene 


1704 


86 


2398 


©7303522 


Drosophila 
melanogaster 


CG13178-PA 


T1 A 

214 


29 


2399 


©19526647 


Homo sapiens 


AF462348_1 oxidored-nitro 
domain-containing protein 


2019 


GO 

yy 


2399 


©28175624 


Mus musculus 


n TVT3XT „TYK.T A 1 0 1 fkfkfVTD 1 O 

jKIKJSN cDNA lolOOO/riy 
gene 


1 HC\A 


00 


2399 


©7303522 


Drosophila 
melanogaster 


CG13178-PA 




J.y 


2400 


©2072977 


Homo sapiens 


putative pi 50 


1 5 1 

1 j 1 


1 An 


2400 


©339771 


Homo sapiens 


rvi>i?o 
UKrZ 


ID 1 


inn 


2400 


o AT7T 

©339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


1^1 






oil 1 4Q^4Stt 

©1 I t f7J'r0j 


nUIHU oapicilb 


AFnft117 4R PRO^SO 
Arijuii/ to rR.v/ijju 


303 


64 


2402 


©7020440 


Homo sapiens 


unnamed protein product 


310 


57 


2402 


©7770139 


Homo sapiens 


AF1 19917 13 PR01722 


289 


60 


2404 


©1403325 


Homo sapiens 


MACH-beta-1 


122 


92 


2404 


©1403327 


Homo sapiens 


MACH-beta-2 


122 


92 


2405 


©1799570 


Rattus norvegicus 


TIP120 


6200 


99 


2405 


©29792160 


Homo sapiens 


TIP 120 protein 


6213 


99 


2405 


©7688703 


Homo sapiens 


AF157326 1 TIP 120 protein 


6200 


99 


2406 


©13016701 


Homo sapiens 


activating coreceptor NKp80 


1209 


97 


2406 


©22449867 


Macaca fascicularis 


NKp80NK receptor 


1105 


87 


2406 


©7188567 


Homo sapiens 


AF175206J lectin-like 
receptor Fl 


1209 


97 
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IxlI_lX/ 


Species 


Rpccrinfi ati 

l/vovl ipUUU 




Tripntitv 

iUCU tllY 






Wat** a com one 
numu bdpiCIlo 


-like lX-iinked 


233 


80 


940R 


jri27n"QS407 


K/Tiic mncfiiliic 
IVlUo IllUaUUiUo 


Tbllx tjrotein 


233 


80 


94AR 

Z**UO 


J J jy*r 1 


norno sapieiib 


TRT 1 X nrotein 


233 


80 






riomo Sapiens 


AAH01728 


670 


82 




oil397Q1 13 
gll jZ /7 1 1j 


riomo sapiens 


AAH042R1 


670 


R2 


2409 


gil4043598 


Homo sapiens 


AAH07776 


670 


82 


O/l 1 A 

Z41U 


gllZoU40lO 


Homo sapiens 


AAnUI /Zo 


£70 




2410 


gil3279113 


Homo sapiens 


AAH04281 


670 


82 


0>* 1 A 

2410 


gi 14043598 


Homo sapiens 


AAHU / / /O 


0 /u 


oZ 


1/111 

2411 


gil2804613 


Homo sapiens 


A AXJAIOOO 

AAxlUl /Zo 


icon 
o/u 


OZ 


Oil 1 1 

Z411 


gll3279113 


Homo sapiens 


A AIIA/1O01 

AAriU4Zo 1 


O/U 


oZ 


Oil 1 1 

2411 


gll404359o 


Homo sapiens 


AAxiU// /O 


<on 
o/u 


oZ 


2412 


gi 13 182755 


Homo sapiens 


AF212237 1 HPHRP 


1816 


99 


2412 


gi 15929309 


Homo sapiens 


Phosphodiesterase related 


IoZ4 


1 AA 

1UU 


2412 


gi29791939 


Homo sapiens 


phosphotriesterase related 


1824 


100 


2414 


gi22539701 


Mus musculus 


4930506M07Rik protem 


2153 


AO 


2414 


gi4778 


Saccharomyces 
cerevisiae 


Usol protein 


11 c 

215 


23 


2414 


gi677198 


Saccharomyces 
cerevisiae 


putative 


on 
21 / 


oi 
Z3 


2415 


gi27899969 


Homo sapiens 


unnamed protein product 


1AO 

208 


66 


2415 


gi27900262 


Homo sapiens 


unnamed protein product 


208 


66 


2415 


gi6690248 


Homo sapiens 


AF090942 1 PRO0657 


192 


57 


2419 


gil3377880 


Cricetulus 
longicaudatus 


AF336043_1 argimne N- 
methyltransferase p82 isoform 


2585 


85 


2419 


gil3377882 


Cricetulus 
longicaudatus 


AF336044_1 argmineN- 
methyltransferase p77 isoform 


2534 


86 


2419 


gll 3 879453 


Mus musculus 


cUN A sequence BCU06 /u d 


oc^cc 
ZD OD 


on 

o/ 


2420 


gil63Q6618 


Homo sapiens 


AAH01482 pnospnatiaylsenne 
decarboxylase 


J.04D 


yy 


2420 


gil9H85 


Cncetulus gnseus 


phosphatidylserine 
decarboxylase 


1 CAA 

1544 


A<5 

93 


2420 


gi27371042 


: 

Xenopus laevis 


Similar to phosphatidylserine 

QcCaTDOXyi aSc 


A CO 

job 




2421 


gi30041 


Homo sapiens 


COL2A1 


122 


28 


1>I11 

2421 


gl4jUJy4 


Homo sapiens 


alpha- 1 type 11 collagen 


1O0 


oc 
Zo 


2421 


— TAI AACA 

gl930050 


Homo sapiens 




TOO 


Zo 


2422 


gil3874437 


Homo sapiens 


cerebral protein-1 1 


159 


75 


2422 


gi20987344 


Mus musculus 


LOC212904 protem 


618 


69 


2422 


• /> y< AO AO C A 

gi24980850 


Homo sapiens 




I^C 

765 


1 AA 
1UU 


2423 


gll 3 543 940 


Homo sapiens 


Hypothetical protein 
DKFZp434B195 


2094 


AA 

99 




gii4Ujjy/o 


Homo sapiens 


unnamed protein product 


ZUoU 


oc 


2423 


gil6923351 


Homo sapiens 


AF204270 1 RbBP-35 


1419 


98 


2424 


gil8676660 


Homo sapiens 


FLJ00229 protein 


665 


99 


2424 


gi25955706 


Homo sapiens 


Similar to hypothetical protein 
MGC38041 


665 


99 


2424 


gi32484169 


Homo sapiens 




665 


99 


2425 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


2425 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


2425 


gi3513303 


Homo sapiens 


R26984 1 


476 


100 


2426 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 
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Hit TH 




JL/CovI ip HUll 




Ppf*<*PYl tfl OP 
X CI WrliiOgC^ 

TdentHv 

AUVUU %-J 


2426 


&29293087 


Homo ^aniens 


dipeptidyl peptidase 9 


410 


89 


2426 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


2427 


pi97S4QS59 

gl^> / JtJJJi- 




HiTMmtiHvl npntidase IV-relaled 
Timtpin-9 


410 


89 


2427 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


94.97 


glj J lJJUJ 


Hnmn conionc 

nuiuu aapicno 


R96QR4. 1 


4.76 




94.98 i 


ai 1 30Q7649 


Unm t~\ conionc 

numu sxipiciid 


1?iV\rtcnmo1 twrt+pin S9S 
XvlDUoUIUal piULCllJ O-t—/ 


ioy 


100 


2428 


gil3279149 


Homo sapiens 


Ribosomal protein S25 


169 


100 


94.98 


oi 1 3436499 
gli jfJO'tZZ 


nonio sapiens 


xviDOSomai protein 


160 l 


100 


0A90 
Z4Z5* 


gizi /jo/^y 


Homo sapiens 


unnamed protein product 


9^30 


06 
I/O 


2429 


gi23270822 


Homo sapiens 




2427 


96 


2429 


gi6453538 


Homo sapiens 


hypothetical protein 


2061 


99 


0/13A 

Z43U 


giizojzoyC) 


Homo sapiens 


A AUAAAA£ U*— A Kb-a f,™-- 

AAriuuuyo ritrA-iiKe senne 
protease 


1 ai i 
loll 


oo 

yz 


2430 


gi5870865 


Homo sapiens 


serine protease 


1611 


92 


'MIA 

2430 


gi7672669 


Homo sapiens 


AF1 41305 1 serine protease 
Htra2 


1611 


92 


2431 


gi24078514 


Mus museums 


AF454954 1 crossveinless-2 


561 


95 


*)A O 1 

2431 


gi328 16043 


Mus musculus 


BMP-binding endothelial 
regulator precursor protein 


561 


95 


2431 


gl3289214o 


Homo sapiens 


crossveinless-2 


CC\C 

595 


1 f\r\ 

100 


2432 


gil6502169 


Salmonella enterica 
subsp. enterica 
serovar Typhi 


putative DNA methylase 


756 


85 


2432 


gi29137981 


Salmonella enterica 
subsp. enterica 
serovar Typhi Ty2 


putative DNA methylase 


756 


85 


Z4jZ 


gj4yo /Oo 


Serratia marc esc ens 


Deoxyadenosyl- 
methyltransferase 


33/ 


AH 

47 


2433 


gil6974751 


Gallus gallus 


CAL1I 


184 


44 


Z4J3 


rri 1 0QAfi3il£ 


Oallus gallus 


chondrogenesis associated 
lipocalin 


1 3*7 
13/ 


3*7 
3/ 


0/133 

Z433 


n-;OOAOA<3Q 


Gallus gallus 


lipocalin-type prostaglandin D 
synthase 


137 


1*7 

37 


9A34. 


oil 71 39701 
gl I / 1 JZ /7l 


INOSIOC Sp. Jr^L/ / 1ZU 


asparaginyl-tRNA synthetase 


*766 
/OO 


AA 




0199906900 

gizzzyozuu 


Thermosynechococc 
us eiongaius i5Jr-i 


asparaginyl-tRNA synthetase 


*76*7 
/Of 


41 




eri309^Q9R6 


Bacillus anthracis str. 
Ames 


'• — PXTA r 

asparaginyl-tRNA synthetase 


HHA 
1 /4 


A3 
43 


94.3S 


ai196SS061 


fiomo Sapiens 


A AR01380 




oo 




oi93S74/7RR 


iVIdvaCa IaSClCUlanS 


succinate aenyurogenase 
liavupruLciii buuunii 


^30 


80 


2435 


gi5759173 


Homo sapiens 


succinate dehydrogenase 
flavoprotein subunit 


532 


88 


2436 


gi21928188 


Mus musculus 


GP I- gamma 4; GPIgamma4 


853 


67 


2436 


gi29747988 


Mus musculus 


GPI-gamma 4 


853 


67 


2436 


gi30931171 


Mus musculus 


GPIgamma4 protein 


853 


67 


2437 


gil5082311 


Homo sapiens 


AAH12061 -binding protein 3 


631 


98 


2437 


gi27503479 


Mus musculus 


Pcbp3 protein 


631 


98 


2437 


gi9957165 


Homo sapiens 


AF176329J alphaCP-3 


631 


98 


2438 


gil6553246 


Homo sapiens 


unnamed protein product 


254 


98 


2438 


gi21739662 


Homo sapiens 


hypothetical protein 


218 


88 


2438 


gi21752375 


Homo sapiens 


unnamed protein product 


218 


88 


2439 


gil2804943 


Homo sapiens 


AAH01924 beta 


1660 


90 
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2439 


gil89762 


Homo sapiens 


pyruvate dehydrogenase El- 
beta sub unit 


1663 


91 


2439 


gil90792 


Homo sapiens 


pyruvate dehydrogenase El- 
beta subunit precursor 


1663 


91 


2440 


gi!64851 


Oryctolagus 
cuniculus 


calsequestrin precursor 


1 GA1 


09 

7Z 


2440 


gi2618621 


Mus musculus 


skeletal muscle calsequestrin 


1921 1 


93 


2440 


gi688292 


Homo sapiens 


calmitine; calsequestrine 


9A1 9 

zUlz 


QO 


2441 


gi 1177622 


Saceharomyces 
cerevisiae 


AOF1001 


1 in 
ill 




2441 


©13592175 


Leishmania major 


AUUo43Zy_l ppg3 


10*1 


96 
zo 


2441 


gL28828184 


Dictyostelium 
discoideum 


similar to Leishmania major. 
Pps3 


109 


96 

zo 


2442 


■AA1 DAD/1 

gi20380863 


Homo sapiens 


Similar to i cell receptor oeta 
locus 


1 JOf 


OA 


2442 


gi307487 


Homo sapiens ! 


T-cell receptor beta 


1/108 


Q*X 
yj 


2442 


gi85 15902 


Homo sapiens 


T cell receptor beta chain 


1300 


84 


2444 


gil4599484 


Homo sapiens 


AF333952_1 small proline-rich 
protem zJ3 


AS1 

4j^ 


70 


2444 


gi33 67693 


Homo sapiens 


small proline-rich protein 


ASK 
43 o 


inn 


2444 


gi385227 


Homo sapiens 


small proline-rich protein 2 


A<1 
4DJ 


OR 


2445 


gil3876336 


Mus musculus 


protocadherin gamma A5 


4Uol 


OA 
64 


2445 


gi5456942 


Homo sapiens 


protocadherin gamma A5 


AH A A 
4/44 


OQ 

yy 


2445 


gi5457072 


Homo sapiens 


AMjzj1z_i protocaonenn 
gamma A5 short form protein 


A1 AO 


inn 

IUU 


2447 


gj200962 


. 

Mus musculus 


serine 1 ultra high sulfur 
protein 


969 

zoz 




2447 


gl2UUyo4 


— 

Mus musculus 


nat*ina 0 liltvo 1iinrV\ cul'fiir* 

serine z uiua mgn sunur 
pruicm 


906 


49 
*ty 


Z44/ 


gljzzoZo / 


_ . 

Homo sapiens 


ultra KiiarVi ciilfpr Vprsitin 
Uiua Hlgll oUllCL JvCiaUll 


261 


48 


z44o 


m 1 A7£AAQQ 
gll4/0*f^7y 


itoino Sapiens 


vxnt* "firnrpr nrnfpin 
Lillys juiigci pivHcm 


849 


66 


2448 


gil504006 


Homo sapiens 


similarto human ZFY protein. 


442 


36 


2448 


gi28204954 


Mus musculus 


Similar to zinc finger protein 


111 


70 


2450 


gj 17223709 


Homo sapiens 


selenoprotein SelM 


9^ 


mn 
i\j\> 


2450 


gi 172237 11 


Mus musculus 


selenoprotein SelM 


1 RR 

LOO 


to 


2450 


gi2o351995 


Mus musculus 


unnamed protein product 


169 

JLOZ 


76 
/u 


2451 


gi28848644 


Homo sapiens 


p02 protein 


1 SI 
151 


mn 


2451 


gi30354510 


Homo sapiens 


ir 1 1 protein 


1R1 


mn 

IUU 


2451 


gi33285832 


Homo sapiens 


TCTP 


181 


100 


2452 


gil3937829 


Homo sapiens 


A A TT/V7A1 £ 

AAH07016 


i/40 


i aa 

IUU 


2452 


gil8606299 


Homo sapiens 




y4o 


1 AA 

IUU 


2452 


gi3360432 


Homo sapiens 


osteopontin 


946 


1 AA 
IUU 


24 j j 


gU4.5ztOoO 


Homo sapiens 


AT7^R£A7R 1 cprinp-pvcfrpitip 
ArjOOv/o — i bcnnc-cyaiciiic 

proteinase inhibitor clade C 
member 1 


^60 


92 


2453 


gil79130 


Homo sapiens 


antithrombin III 


360 


92 


2453 


gil8490839 


Homo sapiens 


, member 1 


360 


92 


2454 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8439 


99 


2454 


gi3869382 


Homo sapiens 


DNA topoisomerase II beta 


8299 


99 


2454 


gi790988 


Cricetulus 
longicaudatus 




8167 


96 


2455 


gil881713 


Rattus norvegicus 


fatty acid transport protein 


222 


84 


2455 


gi20810561 


Mus musculus 


> member 1 


219 


82 


2455 


gi563829 


Mus musculus 


fatty acid transport protein 


219 


82 
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THptiHH; 

menucy i 


2456 


gi 13277626 


Mus musculus 


horaolog, subunit 7a 


247 


57 


Z4j0 


oil 501 5AB5 


Mus musculus 


LrOps / u pruicm 


4Zo 


QR 

70 


2456 


gi3309176 


Mus musculus 


COP9 complex subunit 7b 


428 


98 


0>l<*7 

2457 | 


gilou251 


Homo sapiens 


precerebellin 


1 Q1 

lo3 


AQ 

4o 


2457 


gi6942096 


Mus musculus 


CBLN3 


472 


90 


2457 


gi6942098 


Mus musculus 


AF218380 1 CBLN3 


472 


90 


2458 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


196 


55 


2458 


gi31432182 


Oryza sativa 
(japomca cultivar- 
group) 


putative RIM2 protein 


158 


42 


2458 


gi7291183 


Drosophila 
melanogaster 


CG1826-PA 


196 


55 


2459 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2459 


gj21667212 


Homo sapiens 


AF465766_1 

bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2459 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/Iipopolysaccharide- 
binding protein 


161 


36 


2460 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2460 


gi21667212 


Homo sapiens 


AF465766_1 
bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2460 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2461 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2461 


gi21667212 


Homo sapiens 


AF465766J 

bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2461 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


Z40Z 




— : 

Homo sapiens 


unnamed protein product 


1 /lo 


yv 


Z40Z 


gllozj 


Mus musculus 


Expressed sequence 

AWUOUZU/ 


1 f\AA 

1U44 


£i 
OJ 


2462 




T-Tnmn qstmptic 

L LxJLLLKJ OdUlwUd 


hvnnthptirnl nrntpin FT TI^ISO 


1727 


97 


2464 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


180 


94 


2464 


gi4206390 


Homo sapiens 


putative neuronal cell adhesion 
molecule 


180 


94 


2465 


gil2667401 


Homo sapiens 


AF326731 1 NUF2R 


2336 


99 


2465 


gil4317902 


Homo sapiens 


kinetochore protein Nuf2 


2336 


99 


2465 


gil8043223 


Mus musculus 


NUF2R protein 


1744 


72 


2466 


gi23321257 


Homo sapiens 


ezrin-binding partner PACE-1 


3482 


97 


2466 


gi24209887 


Homo sapiens 


ezrin-binding protein PACE-1 


3381 


90 


2466 


gi29144929 


Mus musculus 


Ezrin-binding partner PACE-1 


2738 


75 


2467 


gi21634823 


Homo sapiens 


AF389428 1 semaphorinoD 


1487 


97 
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isoform 3 






2467 


gi21634825 


Homo sapiens 


AF3 89429_1 semaphorin 6D 
isoform 4 


1487 


97 


2467 


gi21634827 


Homo sapiens 


AF389430_1 semaphorin 6D 
isoform 1 


1487 


97 


2468 


gil3543141 


Mus musculus 


Slc37a3 protein 


141 


52 


2469 


gi21671105 


Homo sapiens 


RAD52B 


511 


100 


2469 


gi23468352 


Homo sapiens 


Similar to RAD52B 


511 


100 


2469 


gi32967621 


Mus musculus 


2410008M22Rik protein 


311 


66 


2470 


gi28626251 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3c 


289 


91 


2470 


gi28626253 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3d 


289 


91 


2470 


gi28626255 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3e 


289 


91 


2472 


gi20987880 


Mus musculus 


E130103I17Rik protein 


1605 


71 


2472 


gi28204917 


Mus musculus 


E130103I17Rik protein 


1594 


71 


2472 


gi4588087 


Homo sapiens 


AF095771_1 PTH-responsive 
osteosarcoma Bl protein 


1864 


89 


2473 


gil3591434 


Homo sapiens 




413 


74 


2473 


gil3591435 


Homo sapiens 




416 


87 


2473 


gil9913471 


Homo sapiens 




413 


74 


2474 


gi28372402 


Homo sapiens 


truncated transmembrane 
transport protein 


1271 


100 


2474 


gi31324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


1263 


100 


2474 


gi31871291 


Homo sapiens 


proton/amino acid transporter 1 


1263 


100 


2475 


gi28372402 


Homo sapiens 


truncated transmembrane 
transport protein 


1271 


100 


2475 


gi31324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


1263 


100 


2475 


gi31871291 


Homo sapiens 


proton/amino acid transporter 1 


1263 


100 


2476 


gill 138040 


Homo sapiens 


rat myomegalin mRNA is 
reported in Acc# 
AF139185~similar to rat 
myomegalin 


828 


97 


2476 


gilll38042 


Homo sapiens 


rat myomegalin mRNA is 
reported in Acc# 
AF139185~similartorat 
myomegalin 


1091 


93 


2476 


gil9263586 


Homo sapiens 


similar to rat myomegalin 


1085 


93 


2477 


gil9263005 


Ciona intestinalis 


leucine-rich repeat dynein light 
chain 


367 


66 


2477 


gi2760161 


Anthocidaris 
crassispina 


outer arm dynein light chain 2 


338 


63 


2477 


gi7303901 


Drosophila 
melanogaster 


CG8800-PA 


265 


51 


2478 


gil2666531 


Homo sapiens 


putative b,b-carotene-9 t ,10 , - 
dioxygenase 


917 


99 


2478 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


930 


100 


2478 


gi27370671 


Homo sapiens 


Similar to beta-carotene 
dioxygenase 2 


930 


100 


2479 


gi!2666531 


Homo sapiens 


putative b,b-carotene-9 ! ,10'- 
dioxygenase 


917 


. 
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2479 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


Gin 
yDU 


i nn 


2479 


gL27370671 


Homo sapiens 


Similar to beta-carotene 
dioxygenase 2 


oin 


i nn 

1UU 


2480 


gil079734 


Mus musculus 


citron 


71 fi 


07 

y 1 


2480 | 


gi30088970 


Homo sapiens 


rho/rac-interacting citron 
kinase 


oyo 


00 

yy 


2480 


gi3599509 


Mus musculus 


rho/rac-interacting citron 
kinase 




07 

y/ 


2481 


gi24980821 


Homo sapiens 


box polypeptide 26 


ZDS 


inn 

1UU 


2481 


gi32485107 


Homo sapiens 


nexin-related serine protease 
inhibitor 


731 


94 


2481 


gi6062874 


Homo sapiens 


candidate tumor suppressor 
protein uiuii l 


ZDo 


inn 


2482 


gil3383364 


Homo sapiens 


claudin-1 


1095 


99 


2482 


gil5214678 


Homo sapiens 


AAH12471 clauain i 


mo^ 


QO 
yy 


2482 


gi7381083 


Homo sapiens 


AF 134160 1 ciauam-1 


1 AO** 


00 

yy 


2483 


gi22902436 


Mus musculus 


Sphingosine- 1 -phosphate 
phosphatase 1 


olo 


4U 


2483 


gi23345324 


Homo sapiens 


sphingosine 1 -phosphate 
phosphohydrolase 2 


1 

ID Id 


QO 
yy 


2483 


gi29436890 


Mus musculus 


Similar to sphingosine-1- 
phosphate phosphotase 2 


14UO 


on 
yu 


2484 


gi2072977 


Homo sapiens 


putative pi 50 


1 17 
ID I 


70 

iy 


2484 


gi339771 


Homo sapiens 


UKrz 


ID / 


70 
/y 


2484 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


137 


79 


2485 


gi2072977 


Homo sapiens 


putative pl50 


137 


79 


2485 


gi339771 


Homo sapiens 


ORF2 


1 17 
ID / 


70 

iy 


2485 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


1 17 

ID / 


70 

/y 


2487 


gil8033185 


Danio rerio 


AF330001_1 UNC45-related 
protein 


1491 


79 


2487 


gi27436424 


Mus musculus 


striated muscle UNU45 


1 7^7 
1 /D / 


0^ 
l/D 


2487 


gi27436426 


Homo sapiens 


striated muscle UiNL/o 


i cnn 

15UU 


QR 

70 


2488 


gi26801168 


Callus gailus 


condensin complex subunit 


1 nn 

1DDU 


AA 

44 ! 


2488 


gi3851586 


Homo sapiens 


chromosome-associated 
protein-C 


1123 


63 


2488 


gi4092846 


Homo sapiens 


chromosome-associated 
polypeptide-C 


I 1 71 

I I ZD 


£i 

OD 


2489 


gi2407911 


Homo sapiens 


C016 


1 oco 

IzdZ 




2489 


gi29437323 


Mus musculus 


Similar to cDNA for 
differentially expressed C016 
gene 


226 


40 


2489 


gi6013073 


Mus musculus 


HemT-3 protein 


141 


27 


2490 


gil3157560 


Homo sapiens 




2246 


99 


2490 


©18147612 


Homo sapiens 


metalloprotease disintegrin 


2246 


99 


2490 


gi21908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


2230 


98 


2491 


gil5 145793 


Sus scrofa 


basic proline-rich protein 


186 


34 


2491 


gi3858883 


Acanthamoeba 
castellanii 


myosin I heavy chain kinase 


218 


37 


2491 


gi4206769 


Acanthamoeba 
castellanii 


myosin I heavy chain kinase 


218 


37 


2492 


gil 136434 


Homo sapiens 


KIAA0187 


198 


72 
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2492 


gi21410151 


Mus musculus 


LOC213895 protein 


173 


62 


7/1 Q7 

2Ayl 


#rJ77£Q<£77 

giz/oyooz/ 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


1 OQ 

19o 


77 


1/1 AO 

2493 


gi 13559063 


Homo sapiens 




T/1*7 

747 


1 AA 
1UU 


2493 


gi2441653o 


Mus musculus 


1 TAAAA1 T"\ AAT> «wvt««<M 

1 70000 1 D09K1K protein 


631 


72 


2493 


gi9963863 


Homo sapiens 


AF226731_ 1 AD026 


688 


99 


2495 


gil56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


2495 


gi2 1105301 


Mytilus 

galloprovincialis 


AF448525_1 precollagen-P 


152 


28 


2495 


gl23 88676 


Mytilus edulis 


precollagen P 


t AO 

148 


TA 

29 


2496 


gu56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


7/1 Q< 

Z490 


'11 1AC3A1 

glZUUjJUl 


Mytilus 

galloprovincialis 


At44ojZj_1 precouagen-r 


1 C7 


ZO 


2496 


gi2388676 


Mytilus edulis 


precollagen P 


148 


29 | 


7407 


rril 5£7^Q 

gllDOZjo 


Caenorhabditi s 
elegans 


collagen 


1 D7 


ii 


9407 


oi91 105301 
glZ 1 IUJjUI 


IVLYLIIUS 

galloprovincialis 


A1744fi < \7 J \ 1 rvror> rwl 1 0 rra-n P 

/vr4HojZj__i prccoii agen-r 


1 <;7 

1 JZ 


7R 
Zo 




m73RRfi7fi 


iviynius eouus 


precoiiagen r 




7Q 

zy 


2498 


gi20380052 


Homo sapiens 




372 


32 


7408 
Z470 


m*7fi1Cn^77 
glZUJoUDZZ 


Mus musculus 


Col3al protein 




ii 


2498 


gi29144943 


Mus musculus 


Col3al protein 


368 


•31 


7/1 QO 

Z49y 


gll4U3jo/4 


Homo sapiens 


unnamed protein product 


1 1 AA 
110U 


OA 

99 


7/1 OO 

Z4yy 


■ 1 ylAICQ'TfiC 

gll4U35<S/D 


Homo sapiens 


unnamed protein product 


1U43 


AA 

99 


7/1 OO 

Z499 


•^IIAATAQ/ll 

glzUU/Uo4z 


Homo sapiens 


similar to hypothetical protein 

"EI T1 1AAQ 

JrU 13448 


1 OAT 


AA 

99 


7^m 


frJ7A770£4 

gizu /zyo4 


— : 

Homo sapiens 


putative pi 50 


700 


Q1 

ol 


ZD Ul 


rr»7fY770<7 


Homo sapiens 


putative pi 50 


A(\(\ 

4UU 


Q1 

ol 


ZjUI 


m310777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


lOQ 
oyy 


Q1 

ol 


7507 
ZjUZ 


<ri3fin4fl7Q.fi 

glJUUIvZOU 


onigeiia nexnen za 
ctr 945 7T 

Oil. £rrJ 1 1 


ibiuj on 


711 


OQ 


9^09 


m * 70041 13Q 


omgciia lie Alien zd 
str 2457T 


loiuj on 


711 
/ j 1 


Qft 


9*509 


gl 1 TUUU7J 


x^suuciiwiia tun 


nrf A in K150 

UiLtt. Ill iJlJU 


7^1 


Oft 
yo 




<H196QR037 


T-Tntnn csnipnc 


K"T A A 1 74fi nrntpin 


341 

J*Tl 


inn 


9503 


<ri9fi344191 


lVAiic iYiiicr*ii1nc 


UlulalllCU piUlCHl piUUUvL 


31R 


Q9 
y& 


2503 


tri96351415 

glLUJJ 1*T 1 J 


\AllO TT11TC4*lllllC 

JLYJ.U5 IllUol/UIUd 


uiiiidiiicu pruiciii piuuuot 


31 ft 

JlO 


09 


9504 


tri909n"Q073 


numu sapiens 


pUlallVC lipiU KJllaoC 






9504 


tri9 1694340 


numu sapiens 


ceramiue Kinase 


IUj J 


QQ 


2504 


gi21624342 


Mus musculus 


ceramide kinases 


829 


81 


2505 


gi312584 


Mus musculus 


biliary glycoprotein 


165 


27 


2505 


gi312586 


Mus musculus 


biliary glycoprotein 


165 


27 


2505 


gi312590 


Mus musculus 


biliary glycoprotein 


174 


30 


2506 


gi3 12584 


Mus musculus 


biliary glycoprotein 


165 


27 


2506 


gi312586 


Mus musculus 


biliary glycoprotein 


165 


27 


2506 


gi3 12590 


Mus musculus 


biliary glycoprotein 


174 


30 


2507 


gil480744 


Equus caballus 


type II collagen 


346 


29 


2507 


gi30041 


Homo sapiens 


COL2A1 


344 


29 


2507 


gi450394 


Homo sapiens 


alpha- 1 type II collagen 


344 


29 


2508 


gil483580 


Rattus norvegicus 


NTR2 receptor 


911 


81 


2508 


gil8490912 


Homo sapiens 


neurotensin receptor 2 


1072 


95 
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1CAO 

ZjUo 


■onm aoo 

gi39QlQ28 


Homo sapiens 


neurotensin receptor 2 


1074 


95 


2509 


gil049!04 


Homo sapiens 


dystonin isoform 1 


221 


100 


2509 


* -i A & *\ r\t\ A f\ 

gi 14530942 


Homo sapiens 


dystonin2 


221 


100 


2509 


gil4530944 


Homo sapiens 


dystonin 2 


221 


100 


2510 


gil049104 


Homo sapiens 


dystonin isoform 1 


221 


100 


2510 


gil4530942 


Homo sapiens 


dystonin 2 


221 


100 


2510 


gil4530944 


Homo sapiens 


dystonin 2 


221 


100 


2512 


gil572721 


Homo sapiens 


megakaryocyte stimulating 
factor; MSF 


203 


23 


2512 


gil6041156 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


710 


66 


2512 


gi 18676652 


Homo sapiens 


FLJ00225 protein 


761 


70 


2513 


gi 1572721 


Homo sapiens 


megakaryocyte stimulating 
factor; MSF 


203 


23 


2513 


gil6041156 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


710 


66 


2513 


gil8676652 


Homo sapiens 


FLJ00225 protein 


761 


70 


2514 


gi26346328 


Mus musculus 


unnamed protein product 


965 


93 


2514 


gi33417011 


Mus musculus 




965 


93 


2514 


gi6330169 


Homo sapiens 


KIAA1 164 protein 


1005 


99 


2515 


gi26346328 


Mus musculus 


unnamed protein product 


965 


93 


2515 


gi33417011 


Mus musculus 




965 


93 


2515 


gi6330169 


Homo sapiens 


KIAA1 164 protein 


1005 


99 


2516 


gil2857668 


Mus musculus 


unnamed protein product 


123 


43 


2516 


gi26327823 


Mus musculus 


unnamed protein product 


123 


43 


2517 


gi!7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE 
PROTEIN 


676 


61 


2517 


gi22776354 


Oceanobacillus 
iheyensis HTE831 


acyl-CoA dehydrogenase 


660 


63 


2517 


gi28280023 


Mus musculus 


5730439E10Rik protein 


974 


84 


2518 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYl^COA 
DEHYDROGENASE 
OXIDOREDUCTASE 
PROTEIN 


676 


61 


2518 


gi22776354 


Oceanobacillus 
iheyensis HTE83 1 


acyl-CoA dehydrogenase 


660 


63 


2518 


gi28280023 


Mus musculus 


5730439E10Rik protein 


974 


84 


2519 


gi 19070 124 


Mus musculus 


AF233346_1 zinc transporter- 
like 3 protein 


895 


95 


2519 


gi20563194 


Mus musculus 


AF395840J zinc transporter 6 


883 


93 






Homo sapiens 


Arl733o7 1 MSTP103 


759 


94 


2520 


gi212451 


Gallus gallus 


nonmuscle myosin heavy chain 


182 


20 


2520 


gi212452 


Gallus gallus 


nonmuscle myosin heavy chain 


182 


20 


2520 


gi41 15748 


Bos taurus 


nonmuscle myosin heavy chain 
B 


182 


19 


2521 


gil8605758 


Mus musculus 


9030409GllRik protein 


1257 


94 


2521 


gi6526769 


Homo sapiens 


HRIHFB2003 


1200 


96 


2521 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


263 


26 


2524 


gil3182757 


Homo sapiens 


AF212238 1 HTPAP 


843 


100 


2524 


gi21542541 


Homo sapiens 


Similar to HTPAP protein 


808 


100 


2524 


gi28381093 


Drosophila 


CG12746-PD 


410 


50 
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Hit ID 


op c vl Co 


is can i|iuuu 


Q crni*P 
O 3vUI C 


Tdentitv 

lUCUUlj 






melanopaster 








2525 


ei 13 182757 


Homo aniens 


AF212238 1 HTPAP 

ill AlAiAfa/U 1 1111 i li 


843 


100 


2525 


m2 1542541 


Homo cnnipnc 


Similar to HTPAP orotein 


808 

OvO 


100 1 


2525 I 


gi28381093 


Drosophila 

mplanncrjicfpr 


CG12746-PD 


410 


50 


2527 


ml6416764 


Homo <*anipti<i 


AF1155Q4 1 FKSG16 

ill J 1 ^/ ^ _7 r I X 1\UV A V 


1027 


100 


2527 


eil9353603 


Mils mu«?ciiln<? 


D 11 Krtd 1 8e nrotein 


J J 1 


41 


2527 


gi3 1873637 


Homo sapiens 


hypothetical protein 


1014 


100 


2528 


pi 1641 6764 


Haiti o catripnc 
numu oujJiciiD 


AF1155Q4 1 FKVrlfi 


1097 


100 


9598 


m 101 51601 


Hflitc Tyiiicr»iili)(j 


D1 1 PrfH 1 fip nrnfpin 




41 


2528 


ml 1871617 
gi<7 i o / jyjj t 




Kvnntlipfioal nmfpin 

iiypuuivUvoi pruiciii 


1014 


100 


2529 


gi32330803 


Mus musculus 


podocan protein 


1095 


90 


2529 


gi32330805 


Homo sapiens 


podocan protein 


1205 


97 


2529 


gi3786312 


Homo sapiens 


extracellular matrix protein 


281 


33 


ZjJU 


gL£UZDo0U4 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


001 1 


00 
yy 




glZ4i 14/ J 


Homo sapiens 


Ux> binding protein-z 


001 1 
2913 


no 




glV4D4DZU 


Homo sapiens 


AtyUlo/jj j MOLiiv^D 


001 1 
2y\5 


00 

99 


9571 


m909<;0£O/l 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


OOI "3 


nn 
99 


9511 
Ljd 1 


glZ41 14 /D 


: 

Homo sapiens 


06 binding protein-2 


001 1 


OO 
yy 


9511 


cri 0454^90 

giy4D4DZU 


Homo sapiens 




ioi 1 
Zyi5 


OQ 

9y 


9519 


mill R107R 
gl l J loJU/o 


riomo sapiens 


A C979fC^9 1 a /li'nintanrin 1i*b-£» 

Ar n i odz_ i a aismtegnn-iiKe 
ana meiaiioproicase domain 
witn inromoosponuin type i 
motifs-like 3 


^00 


1A 
/4 


2532 


ei 15099991 


Homo canipnc 


AFl 76111 1 ADAM-T^ 

related protein 1 


874 


08 


2532 


ri20987759 


Homo Qnoipnc 


Similar tn AnAMTSJiVp 1 


886 
000 


77 


2533 


gil78836 


Homo sapiens 


apolipoprotein C-II 


506 


100 


2533 


ml0589955 




dpuiipoproiciii v^-ii 


son 


yy 


2533 


gi757915 


Homo sapiens 


apoCII protein 


506 


100 


9514 


oil 78816 


nomo sapiens 


apolipoprotein C-II 


<OA 
jUO 


1 on 
1UU 


2534 


gi30582255 


Homo sapiens 


apolipoprotein C-II 


500 


99 


ZJJ54 


gl/j /ylD 


Homo sapiens 


apoCII protein 


506 


1 r\n 
100 


9516 


ml 9780909 


Homo sapiens 


ljjl lnauced tsc protein 


01 A 

yi4 


no 
98 


2536 


gi5924319 


Homo sapiens 


AF184939J LDL induced EC 
protein 


914 


98 


9^7£ 


mQ< 1 Q1 TO 

gloDlfil ly 


Homo sapiens 


LDL induced endothelial cell 
protein 


941 


76 


J.JDI 


«O0O*7/1 AC\f\ 

glZoy/44yU 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1071 


100 


2537 


m'10 109498 


T? affile Tiorvpoi/*nc 


oivivjio lUoian-poirner-iiKe 
protein 


1018 
1 too 


yj 


2537 


gi30411045 


Mus musculus 


Similar to lipoma HMGIC 
fusion partner 


1037 


94 


2538 


gil4603353 


Homo sapiens 


AAH10130 CGI-43 protein 


2362 


94 


2538 


gi23092946 


Drosophila 
melanogaster 


CG14980-PB 


537 


28 


2538 


gi4929555 


Homo sapiens 


AF15180L1 CGI-43 protein 


2219 


89 


2539 


gil2654633 


Homo sapiens 


Protein inhibitor of activated 
STAT3 


179 


84 


2539 


gi!8606318 


Mus musculus 


Protein inhibitor of activated 
STAT 3, isoform 1 


179 


84 
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Descrintinn 


ojscore 


— 

Percentage^ 


2539 


gi30582911 


Homo sapiens 


Drotein inhibitor of* activated 

|/lvivlll Hill lUi tv* Ul wvw. r UlwU 

STAT3 


170 

i iy 


514 

Ot 


2540 


gi27449075 


Oreochromis 
mossambicus 


Olvul vjl vvii UvOfllUl flow 






2540 


gi29294686 


Homo sapiens 


SCD4 Drotein 


7^7 


inn 


2540 


gi30350098 


Homo sapiens 


AF389338J acyi-CoA- 
desaturase 


1016 


100 


2541 


gi 1000867 


Homo Qanif*n<5 


uiyj\ iiiioiiiaLwii repair pruicin 


1 O1 1 


1 Oft 


2541 


gil000869 


Homo sapiens 


DNA mismatch repair protein 


1931 


100 


2541 


m 18204306 


XlUlllU OOpiCIid 


A AW71 
J\J\rLZ 1 300 


1931 


1 AO 

100 


2542 


oil 1862941 


A/fnc mttcfniliic 

IVxUo xliUdVlilUD 


JLAJJ1V1JO.D 


4JU 


AO 

48 


2542 


dl9570398 


Hrtmn caniPTic 
xivsixxl/ oapiciid 


llxJULvljQ 


A1 0 


4y 


2542 


ei7650186 

gx # V«/V/ IUU 


A4tlQ milCfMlllIC 
lYlUO llXllOl/UlUO 


AP17/££Q4 1 nainViVtAr rtf Dtmn 

at i /oo>t_i neignoor oi i unc 
ell protein 


/l^ A 

4JU 


AO 

48 


2543 


ei2 1744725 


Homo <yrnipnc 

x xv/lxiu odJJl wis 


AF47R6Q^ 1 alvnncvl- 

/vr*t / ouf j>_i giycosyi" 
phosphatidyl-inositol-MAM 


ill 


QO 


2543 


ei25005318 


Sus scrofh 

UUO Owl UlU 


ivi/vivi domain containing 
glycosylphosphatidylinositol 

cUlVliKJL 1 


o/z 


OI 

yi 


2543 


gi25005320 


Sus scrofa 


o\ vr ncvl nil o cr>V» ctfi A \A i rrnci t Al 

anchor 1 nrotein 


679 


01 


2544 


gil2276198 


Homo sapiens 


AF333487 1 FKSG40 






2544 


gi 12408250 


Homo sapiens 


FKSG28 


543 


96 


2544 


gj 18652934 


XenoDus laevis 


iYxtgJU 


J It 


40 


2545 


gil6769552 


Drosoohila 
melanogaster 


JjUJOJ / jp 


jO i 


<1 


2545 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homoloff 


684 


93 


2545 


gi7294027 


Drosophila 
melanogaster 


CG7728-PA 


367 


51 


2546 


gil2842044 


Mus musculus 


unnamed protein product 


375 


72 


2546 


gi 18921437 


Mus musculus 

LT1UO 111 UJvul UO 


^-uiuuu't/\uoi\jic protein 


j ij 


12. 


2546 


gi20987450 


Homo saniens 




400 


OI 

yi 


2547 


gil016012 


Rattus norvepicu? 


nPliml (*rA\ aA}if±cir\v\ rtrrttoin 

iicmai ecu auiicbiun pruicin 

BIG-2 precursor 


SA1 
D4j 




2547 


gi26891535 


Homo sapiens 


uuiiiav/iiii t 


J l\) 


1 oo 
IUU 


2547 


gi29837411 


Homo sapiens 


BIG-2 


570 


100 


2548 


gi30 102449 


Homo <»flfYipnQ 


lipoma mvivrivy iusion-partner- 

UK.C piULClll 


coo 


1 AO 

100 


2548 


©30908798 


Homo aniens 


iipuuia riivivji \s msiun par mer- 

lilfp nrotpin 4 


0/0 


fo 


2548 


gi30908800 


Rattus norvepicus 


linomn WN/fOTf" 1 fncirm narfnAP. 
iipuuia xxlyiui^s iUoiuu palmer- 

like protein 4 


O/D 


7Q 
/O 


2549 


gil3097705 


Homo sapiens 


AAH03559, member 3 


237 


52 


2549 


gil340142 


Homo sapiens 


alphal-antichymotrypsin 


237 


52 


2549 


gi4165890 


Homo sapiens 


alpha- 1-antichymotrypsin 
precursor 


237 


52 


2550 


gil850850 


Murid herpesvirus 4 


serine threonine rich 
glycoprotein 


207 


33 


2550 


gi21618556 


Homo sapiens 




4040 


97 


2550 


gi33304372 


Homo sapiens 


tastin 


4035 


97 


2551 


gi 12053849 


Homo sapiens 


DREV protein 


1649 


98 


2551 


gi 12053851 


Homo sapiens 


DREV1 protein 


1633 


98 


2551 


gi 12053853 


Homo sapiens 


DREV protein 


1649 


98 



WO 2004/080148 



PCT/US2003/030720 



290 
TABLE 2 B 



SEQ_ID 


HitJD 


Species 


Description 


S_score 


Percentage_ 
Identity 


2553 


gill 990779 


Homo sapiens 




273 


50 


2553 


gi22760096 


Homo sapiens 


unnamed protein product 


538 | 


100 


2553 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


515 


97 


2554 


gill 125348 


Homo sapiens 


putative protein kinase 


2419 


99 


2554 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


2419 


99 


2554 


gi8272557 


Rattus norvegicus 


AF227741 1 protein kinase 
WNK1 


2340 


96 


2555 


gill 125348 


Homo sapiens 


putative protein kinase 


2419 


99 


2555 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


2419 


99 


2555 


gi8272557 


Rattus norvegicus 


AF227741 1 protein kinase 
WNK1 


2340 


96 


2556 


gi3599339 


Mus musculus 
domesticus 


ORF2 


138 


60 


2556 


gi3599342 


Mus musculus 
domesticus 


ORF2 


138 


60 


2556 


gi3599347 


Mus musculus 
domesticus 


ORF2 


138 


60 


2557 


gil5020809 


Takifugu rubripes 


putative methionyl tRNA 
synthetase 


674 


74 


2557 


gil7861592 


Drosophila 
melanogaster 


GH13807p 


567 


61 


2557 


gi23171238 


Drosophila 
melanogaster 


CG31322-PA 


567 


61 


2558 


gil5341975 


Homo sapiens 


AAH13184 Similar to major 
histocompatibility complex, 
class II, DP beta 1 


432 


72 


2558 


gil7389919 


Homo sapiens 


AAH17967 Similar to major 
histocompatibility complex, 
class 11, DP beta 1 


814 


100 


2558 


gll oo479 


Homo sapiens 


TTT A "P\T1T> 1 

HLA-DPB1 


432 


72 


2559 


gll57790o3 


Homo sapiens 


AAH14609 


1122 


90 


2559 


gi3342737 


Homo sapiens 


R2o6o0_2, partial CDS 


967 


86 


2559 


gi3478640 


Homo sapiens 


R2ooo0_2, partial CDS 


138 


OA 

89 


2560 


gll 5779083 


Homo sapiens 


AAH14609 


1122 


90 


2560 


gi3342737 


Homo sapiens 


R26660_2, partial CDS 


967 


86 


2560 


gi3478640 


Homo sapiens 


R26660_2, partial CDS 


138 


89 






Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


001 




2561 


gil4625822 


Homo sapiens 


AF282256 1 Siglec-Ll 


661 


99 


2561 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


661 


99 


2562 


gil5132186 


Homo sapiens 


unnamed protein product 


1122 


88 


2562 


gil5 132529 


Homo sapiens 


unnamed protein product 


1122 


88 


2562 


gi21439502 


Homo sapiens 


unnamed protein product 


1122 


88 


2563 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2563 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2563 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin - 


230 


40 


2564 


gi25990364 


Homo sapiens 


AF319622_1 P-glycoprotein 


191 


100 
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685 


BL00266 


Somatotropin, prolactin and related hormones 
proteins. 


BL00266A15-.6$S 347fi.,ll 35-61 


686 


PR00836 


SOMATOTROPIN HORMONE FAMILY 
SIGNATURE 


PR00836A 14.40 2.862e-ll 79-92 
PR00R36R 16 SQ 7 OOOp-I 1 101-1 1Q 


686 


BL00266 


Somatotropin, prolactin and related hormones 
proteins. 


BL00266B 24.48 8.714e-21 79-116 
BL00266A 15.69 1.923e-14 35-61 
BL00266D 12.72 4.000e-ll 201-224 
BL00266C 13.66 3.700e-10 135-151 


688 




SIGNATURE 




688 


BL00266 


ouiuaiuuupui) piuiavuxi aiiu. iciaivu. iiuiiiiuuco 


RT nft9Af?R 94 4R d Cl(\(\t> 9Q 70-1 Ifi 
BT 00966A IS 60 Q OOOp-IQ ^S-61 
BL00266D 12 72 4 000e-ll 201-224 
BL00266C 13.66 4.000e-10 135-151 


689 


BL00284 


Serpins proteins. 


BL00284C 28.56 3.700e-26 185-226 
BL00284E 19 15 1 333e-17 373-397 
BL00284A 15.64 8.7 14e-l 6 77-100 
BL00284D 16.34 7.279e-12 294-320 
BL00284B 17.99 4.825e-10 158-178 


690 


PR00390 


PHOSPHOLIPASE C SIGNATURE 


PR00390A 15.09 1.439e-20 191-209 


690 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 4.971e-09 31-67 


690 


BL00292 


Cyclins proteins. 


BL00292A 22 87 5 114e-09 116-149 


691 


PF00756 


Putative esterase. 


PF00756C 14.12 1.108e-09 438-467 


691 


BL00120 


Lipases, serine proteins. 


BL00120B 11 37 4 462e-09 435-449 


693 


PR00573 


INTERLEUKIN 8B RECEPTOR 
SIGNATURE 


PR00573C 9.99 7.300e-10 38-46 


693 


PR00427 


INTERLEUKIN-8 RECEPTOR 
SIGNATURE 


PR00427A 16 30 9 700e-10 34-48 


694 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238A 11.72 8.200e-16 104-118 
BL01238D 10.19 4.130e-15 248-261 
BL01238C 14.36 6.677e-12 219-240 
BL01238B 10 99 2 071e-10 176-186 


695 


PR00237 


RHODOPSIN-LUCE GPCR SUPERFAMELY 
SIGNATURE 


PR00237F 13.57 5.636e-10 239-263 


695 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13 19 5 034e-12 234-260 
BL00237A 27 68 8 600e-10 72-111 


695 


PR00172 


GLUCOSE TRANSPORTER SIGNATURE 


PR00172C 9.51 2.612e-09 8-28 


696 


BL00615 


C-type lectin domain proteins. 


BL00615A 16 68 2 080e-ll 175-109 


698 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238A 11 72 4 240e-16 51-fiS 
BL01238D 10 19 2 703e-14 196-209 
BL01238C 14.36 2.662e-12 167-188 
BL01238B 10.99 6.538e-12 124-134 


700 


BL00037 


Myb DNA-binding domain proteins repeat 
proteins proteins. 


BL00037A 16.68 3.571e-ll 231-254 


700 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 4.214e-10 184-200 


700 


PR00608 


CLASS E CYTOCHROME C SIGNATURE 


PR00608A 13.74 6.434e-10 118-141 


700 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 8.861e-09 123-137 
PR00456E 3.06 9.772e-09 122-136 


701 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 1.000e-09 280-294 


703 


PF00650 


CRAL/TRIO domain proteins. 


PF00650D 24.34 1.776e-12 177-210 


703 


PR00180 


CELLULAR RETIN ALDEHYDE-BINDING 


PR00180A 10.11 7.231e-ll 37-59 
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PROTEIN SIGNATURE 


PR00180D 12.78 9.769e-10 202-221 


705 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A2.51 8.286e-09 756-768 


705 


BL00291 


Prion protein. 


BL00291A4.49 8.552e-09 196-230 


706 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400D 23.26 7.222e-12 251-287 ! 


708 


BL00478 


LIM domain proteins. 


BL00478B 14.79 3.000e-12 31-45 


710 


BL00604 


Synaptophysin / synaptoporin proteins. 


BL00604F 5.96 7.718e-10 1379-1423 


710 


PR00524 


CHOLECYSTOKENIN TYPE A RECEPTOR 
SIGNATURE 


PR00524F 5.36 7.415e-09 1220-1233 


710 


BL00242 


Integrins alpha chain proteins. 


BL00242B 8.13 8.6 15e-09 469-478 


710 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 3.571e-13 1043-1071 
BL00420A 20.42 9.082e-13 1125-1153 
BL00420A 20.42 2.038e-12 142-170 
BL00420A 20.42 4.462e-12 714-742 
BL00420A 20.42 8.962e-12 454-482 
BL00420A 20.42 9.135e-12 935-963 
BL00420A 20.42 9.827e-12 797-825 
BL00420A 20.42 1.327e-ll 202-230 
BL00420A 20.42 3.291e-ll 803-831 
BL00420A 20.42 3.618e-ll 521-549 
BL00420A 20.42 4.927e-ll 589-617 
BL00420A 20.42 6.400e-ll 64-92 
BL00420A 20.42 8.036e-ll 451-479 
BL00420A 20.42 8.691e-ll 1323-1351 
BL00420A 20.42 9.345e-ll 199-227 
BL00420A 20.42 2.623e-10 944-972 
BL00420A 20.42 2.770e-10 100-128 
BL00420A 20.42 2.770e-10 842-870 
BL00420A 20.42 2.918e-10 741-769 
BL00420A 20.42 4.098e-10 1137-1165 
BL00420A 20.42 4.393e-10 696-724 
BL00420A 20.42 4.541e-10 1170-1198 
BL00420A 20.42 5.279e-10 1046-1074 
BL00420A 20.42 5.426e-10 296-324 
BL00420A 20.42 5.426e-10 1149-1177 
BL00420A 20.42 6.754e-10 747-775 
BL00420A 20.42 6.754e-10 1061-1089 
BL00420A 20,42 6.902e-10 1278-1306 
BL00420A 20.42 7.049e-10 624-652 
BL00420A 20.42 7.492e-10 1055-1083 
BL00420A 20.42 8.082e-10 1037-1065 
BL00420A 20.42 8.525e-10 836-864 
BL00420A 20.42 8.672e-10 187-215 
BL00420A 20.42 8.672e-10 598-626 
BL00420A 20.42 8.820e-10 139-167 
BL00420A 20.42 8.820e-10 896-924 
BL00420A 20.42 8.967e-10 717-745 
BL00420A 20.42 9.115e-10 314-342 
BL00420A 20.42 9.705e-10 923-951 
BL00420A 20.42 9.852e-10 369-397 
BL00420A 20.42 9.852e-10 806-834 
BL00420A 20.42 9.852e-10 1179-1207 
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BL00420A 20.42 1.138e-09 863-891 
BL00420A 20.42 1.415e-09 509-537 
BL00420A 20.42 1.415e-09 530-558 
BL00420A 20.42 2.523e-09 857-885 
BL00420A 20.42 2.800e-09 1182-1210 
BL00420A 20.42 2.938e-09 1426-1454 
BL00420A 20.42 3.077e-09 630-658 
BL00420A 20.42 3.354e-09 103-131 
BL00420A 20.42 3.492e-09 782-810 
BL00420A 20.42 3.492e-09 1064-1092 
BL00420A 20.42 3.631e-09 860-888 
BL00420A 20.42 3.769e-09 920-948 
BL00420A 20.42 4.185e-09 869-897 
BL00420A 20.42 4.600e-09 518-546 
BL00420A 20.42 5.015e-09 1317-1345 
BL00420A 20.42 5.292e-09 524-552 
BL00420A 20.42 5.431e-09 633-661 
BL00420A 20.42 5.569e-09 729-757 
BL00420A 20.42 5.569e-09 824-852 
BL00420A 20.42 5.569e-09 1049-1077 
BL00420A 20.42 6.123e-09 366-394 
BL00420A 20.42 6.262e-09 491-519 
BL00420A 20.42 6.538e-09 914-942 
BL00420A 20.42 6.954e-09 566-594 
BL00420A 20.42 6.954e-09 711-739 
BL00420A 20.42 6.954e-09 893-921 
BL00420A 20.42 7.369e-09 818-846 

dt (\r\AOf\A OA AO 7 QOIt* HO 1471 1AQQ 

BL00420A 20.42 8.062e-09 735-763 
BL00420A 20.42 8.477e-09 1347-1375 
BL00420A 20.42 8.754e-09 1095-1123 
BL00420A 20.42 9.031e-09 61-89 
BL00420A 20.42 9.308e-09 311-339 
BL00420A 20.42 9.308e-09 938-966 
BL00420A 20.42 9.446e-09 1299-1327 
BL00420A 20.42 9.585e-09 363-391 
BL00420A 20.42 9.723e-09 794-822 
BL00420A 20.42 9.862e-09 1302-1330 


710 


BL01113 


Clq domain proteins. 


BL01113A 17.99 1.290e-l 5 423-449 
BL01113A 17.99 6.455e-14 1170-1196 
BL01113A 17.99 8.909e-14 509-535 

HT 01 1 1 3 A 17 OO R QflQ*» 1 A R19 R3R 

BL01113A 17.99 8.909e-14 815-841 
BL01113A 17.99 3.676e-13 854-880 
BL01113A 17.99 5.622e-13 1040-1066 
BL01113A 17.99 8.054e-13 788-814 
BL01113A 17.99 9.514e-13 589-615 
BL01113A 17.99 9.757e-13 363-389 
BL01113A 17.99 1.923e-12 1405-1431 
BL01113A 17.99 2.154e-12 845-871 
BL01113A 17.99 2.615e-12 932-958 
BL01113A 17.99 3.077e-12 953-979 
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i 


BL01113A 17.99 3.308e-12 524-550 
BL01113A 17.99 3.769e-12 566-592 
BL01113A 17.99 3.769e-12 797-823 
BL01113A 17.99 4.231e-12 624-650 
BL01113A 17.99 4.462e-12 1242-1268 
BL01113A 17.99 5.154e-12 639-665 
BL01113A 17.99 5.846e-12 779-805 
BL01113A 17.99 6.308e-12 598-624 
BL01113A 17.99 6.538e-12 923-949 
BL01113A 17.99 6.538e-12 1046-1072 
BL01113A 17.99 7.462e-12 112-138 
BL01113A 17.99 7.692e-12 705-731 
BL01113A 17.99 8.615e-12 211-237 
BL01113A 17.99 8.846e-12 196-222 
BL01113A 17.99 9.769e-12 460-486 
BL01113A 17.99 1.000e-ll 1296-1322 
BL01113A 17.99 1.205e-ll 1043-1069 
BL01113A 17.99 1.409e-ll 821-847 
BL01113A 17.99 1.614e-ll 1182-1208 
BL01113A 17.99 1.818e-ll 747-773 
BL01113A 17.99 3.659e-ll 451-477 
BL01113A 17.99 4.273e- 11 914-940 
BL01113A 17.99 4.477e- 11 836-862 
BL01113A 17.99 4.886e-ll 729-755 
BL01113A 17.99 5.091e-ll 744-770 
BL01113A 17.99 5.091e-ll 1179-1205 
BL01113A 17.99 5.500e-ll 633-659 
BL01113A 17.99 5.500e-ll 714-740 
BL01113A 17.99 6.523e-ll 1468-1494 
BL01113A 17.99 6.727e-ll 205-231 
BL01113A 17.99 6.727e-ll 824-850 
BL01113A 17.99 7.341e-ll 1423-1449 
BL01113A 17.99 8.364e-ll 595-621 
BL01113A 17.99 9.386e-ll 687-713 
BL01113A 17.99 9.795e-ll 690-716 
BL01113A 17.99 l.OOOe- 10 806-832 
BL01113A 17.99 1. 383 e- 10 494-520 
BL01113A 17.99 1.383e-10 803-829 
BL01113A 17.99 1.766e-10 560-586 
BL01113A 17.99 1.766e-10 1414-1440 
BL01113A 17.99 2.149e-10 938-964 

BL01113A 17.99 2.723e-10 64-90 
BL01113A 17.99 2.915e-10 372-398 
BL01113A 17.99 2.915e-10 592-618 
BL01113A 17.99 2.915e-10 1368-1394 
BL01113A 17.99 3.298e-10 750-776 
BL01113A 17.99 3.872e-10 518-544 
BL01113A 17.99 5.404e-10 842-868 
BL01113A 17.99 5.596e-10 857-883 
BL01113A 17.99 6.170e-10 794-820 
BL01113A 17.99 6.745e-10 148-174 
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BL01U3A 17.99 6.745e-10 202-228 
BL01113A 17.99 6.745e-10 1251-1277 
BL01113A 17.99 7.319e-10 929-955 
BL01113A 17.99 7.319e-10 1305-1331 
BL01113A 17.99 7.51 le-10 432-458 
BL01113A 17.99 7.702e-10 563-589 
BL01113A 17.99 7.702e-10 896-922 
BL01113A 17.99 8.085e-10 1176-1202 
BL01113A 17.99 8.277e-10 296-322 
BL01113A 17.99 8.660e-10 1317-1343 
BL01113A 17.99 9.234e-10 121-147 
BL01113A 17.99 9.426e-10 863-889 
BL01113A 17.99 1.346e-09 426-452 
BL01113A 17.99 1. 5 19e-09 454-480 
BL01113A 17.99 1.692e-09 500-526 
BL01113A 17.99 1.692e-09 911-937 
BL01113A 17.99 1.865e-09 782-808 
BL01113A 17.99 2.038e-09 1284-1310 
BL01113A 17.99 2.212e-09 94-120 
BL01113A 17.99 2.212e-09 1365-1391 
BL01113A 17.99 2.385e-09 604-630 
BL01113A 17.99 2.385e-09 893-919 
BL01113A 17.99 2.385e-09 1098-1124 
BL01113A 17.99 2.73 le-09 1161-1187 
BL01113A 17.99 2.904e-09 1465-1491 
BL01113A 17.99 3.077e-09 506-532 
BL01113A 17.99 3.423e-09 1143-1169 
BL01113A 17.99 3.423e-09 1320-1346 
BL01113A 17.99 3.769e-09 1408-1434 
BL01113A 17.99 3.769e-09 1462-1488 
BL01113A 17.99 3.942e-09 366-392 
BL01113A 17.99 3.942e-09 902-928 
BL01113A 17.99 3.942e-09 1037-1063 
BLOl 113 A 17.99 3.942e-09 1185-1211 
BL01113A 17.99 4.1 15e-09 1290-1316 
BL01113A 17.99 4.462e-09 557-583 
BL01113A 17.99 4.462e-09 575-601 
BL01113A 17.99 4.981e-09 1055-1081 
BL01113A 17.99 5.154e-09 533-559 
BL01113A 17.99 5.327e-09 678-704 
BL01113A 17.99 5.327e-09 1031-1057 
BL01113A 17 99 5 500e-09 187-213 
BL01113A 17.99 5.500e-09 497-523 
BL01113A 17.99 5.500e-09 1332-1358 
BL01113A 17.99 5.673e-09 329-355 
BL01113A 17.99 5.673e-09 899-925 
BL01113A 17.99 6.192e-09 1006-1032 
BL01113A 17.99 6.192e-09 1155-1181 
BL01113A 17.99 6.365e-09 681-707 
BL01113A 17.99 6.538e-09 723-749 
BL01113A 17.99 6.538e-09 833-859 
BL01113A 17.99 6.712e-09 199-225 
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BL01113A 17 Q9 6 712e-09 720-746 








BL01 113 A 17 QQ 6 885e-09 839-865 








BL01113A 17 99 7 058e-09 145-171 








BL01 1 13A 17 99 7 0S8e-09 190-216 








Ttt 01 1 17 99 7 931p-09 1236-126? 








BL01 1 13A 17 99 7 404e-09 830-856 








BL01113A 17 99 7 750e-09 684-710 








BL01113A 17.99 7.923e-09 905-931 








BL01113A 17.99 8.096e-09 696-722 








BL01113A 17.99 8.269e-09 630-656 








BL01113A 17.99 8.269e-09 1257-1283 








BL01113A 17.99 9.308e-09 299-325 








BL01113A 17.99 9.308e-09 944-970 








BL01113A 17.99 9.654e-09 457-483 








BL01113A 17.99 1.000e-08 67-93 








BL01113A 17.99 1.000e-08 908-934 


711 1 


PR00010 


TYPE H EGF-LIKE SIGNATURE 


PR00010C 11.16 4.545e~10 211-221 


711 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 9.408e-10 3649-3676 


711 


PR00873 


ECHINOIDEA (SEA URCHIN) 
METALLOTfflONEIN SIGNATURE 


PR00873D 8.43 5.500e-09 4326-4344 


711 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.974e-10 4218-4234 
PR00907B 11.29 5.720e-09 162-178 


711 


BL00425 


Arthropod defensins proteins. 


BL00425 10.48 5.781e-09 1216-1234 


711 


PR00261 


LOW DENSITY LIPOPROTEIN (LDL) 
RECEPTOR SIGNATURE 


PR00261C 11.37 4.000e-20 1015-1036 
PR00261D 12.47 5.125e-20 892-913 
PR00261B 14.12 5. 5 88e-20 3600-3621 
PR00261B 14.12 9.294e-20 1101-1122 
PR00261B 14.12 2.667e-19 1053-1074 
PR00261C 11.37 3.250e-19 2852-2873 
PR00261A 11.02 7.058e-19 1101-1122 
PR00261A 11.02 8.615e-19 1015-1036 
PR00261B 14.12 9.500e-19 933-954 
PR00261D 12.47 1.500e-18 3721-3742 
PR00261B 14.12 2.263e-18 3523-3544 
PR00261B 14.12 2.421e-18 2729-2750 
PR00261A 11,02 2.833e-18 1144-1165 
PR00261D 12.47 3.000e-18 1015-1036 
PR00261D 12.47 3.167e-18 1053-1074 
PR00261C 11.37 3.618e-18 1053-1074 
PR00261A 11.02 5.000e-18 3600-3621 
PR00261C 11.37 5.582e-18 2809-2830 
PR00261A 11.02 6.000e-18 1053-1074 
PR00261C 11.37 6.236e-18 1101-1122 
PR00261C 11.37 6.891e-18 3562-3583 
PR00261A 11.02 7.000e-18 892-913 
PR00261D 12.47 8.167e-18 1144-1165 
PR00261D 12.47 8.333e-18 1101-1122 
PR00261C 11.37 8.527e-18 3484-3505 
PR00261C 11.37 9.018e-18 2767-2788 
PR00261C 11.37 1.310e-17 1144-1165 
PR00261D 12.47 2.579e-17 3600-3621 



I 
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PR00261B 14.12 2.650e-17 3680-3701 
PR00261D 12.47 2.737e-17 3680-3701 
PR00261C 11.37 3.017e-17 892-913 
PR00261B 14.12 3.250e-17 892-913 
PR00261A 11.02 4.158e-17 3562-3583 
PR00261F 11.57 5.673e-17 2938-2959 
PR00261A 11.02 6.368e-17 2809-2830 
PR00261A 11.02 6.684e-17 3680-3701 
PR00261A 11.02 6.842e-17 3364-3385 
PR00261C 11.37 8.138e-17 3680-3701 
PR00261A 11.02 8.895e-17 2729-2750 
PR00261C 11.37 9.845e-17 974-995 
PR00261D 12.47 1.153e- 16 2767-2788 
PR00261D 12.47 1.153e-16 3364-3385 
PR00261F 11.57 1.321e-16 1015-1036 
PR00261D 12.47 1.610e- 16 2687-2708 
PR00261D 12.47 1. 9 15e- 16 974-995 
PR00261F 11.57 1.964e- 16 2599-2620 
PR00261D 12.47 2.831e-16 2852-2873 
PR00261B 14.12 2.887e-16 3364-3385 
PR00261B 14.12 3.032e-16 2809-2830 
PR00261A 11.02 3.136e-16 80-101 
PR00261D 12.47 3.441e-16 2809-2830 
PR00261D 12.47 3.441e-16 3484-3505 
PR00261C 11.37 3.951e-16 2938-2959 
PR00261C 11.37 4.246e-16 80-101 
PR00261D 12.47 4.356e-16 3523-3544 
PR00261E 11.08 5.000e-16 892-913 
PR00261C 11.37 5.279e-16 2729-2750 
PR00261D 12.47 7.407e-16 80-101 
PR00261E 11.08 7.500e-16 3680-3701 
PR00261B 14.12 7.532e-16 2767-2788 
PR00261A 11.02 7.712e-16 3484-3505 
PR00261F 11.57 8.071e-16 1053-1074 
PR00261B 14.12 8.403e-16 1015-1036 
PR00261C 11.37 8.525e-16 3364-3385 
PR00261F 11.57 8.714e-16 3809-3830 
PR00261A 11.02 8.932e-16 2767-2788 
PR00261F 11.57 9.357e- 16 3523-3544 
PR00261D 12.47 1.429e-15 2599-2620 
PR00261B 14.12 1.554e-15 1144-1165 
PR00261A 11.02 1.726e-15 2852-2873 
PR00261D 12.47 1.857e-15 933-954 
PR00261C 11.37 2.000e-15 3523-3544 
PR00261B 14.12 2.108e-15 2599-2620 
PR00261B 14.12 2.246e-15 974-995 
PR00261F 11.57 2.397e-15 3444-3465 
PR00261D 12.47 2.714e-15 3404-3425 
PR00261E 11.08 3.211e-15 974-995 
PR00261A 11.02 3.323e-15 2687-2708 
PR00261E 11.08 3.526e-15 1053-1074 
PR00261D 12.47 4.429e-15 3562-3583 
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PR00261E 11.08 4.632e-15 1015-1036 
PR00261D 12.47 5.000e-15 2938-2959 
PR00261C 11.37 5.286e-15 3404-3425 
PR00261E 11.08 5.579e-15 2599-2620 
PR00261A 11.02 5.645e-15 3523-3544 
PR00261F 11.57 5.966e-15 2638-2659 
PR00261B 14.12 6.262e-15 2938-2959 
PR00261F 11.57 6.276e-15 2852-2873 
PR00261C 11.37 6.286e-15 2638-2659 
PR00261E 11.08 6.684e-15 1101-1122 
PR00261C 11.37 7.286e-15 3809-3830 
PR00261B 14.12 8.062e-15 3444-3465 
PR00261E 11.08 8.421e-15 1144-1165 
PR00261F 11.57 9.690e-15 2767-2788 
PR00261B 14.12 1.000e-14 80-101 
PR00261F 11.57 1.145e-14 974-995 
PR00261F 11.57 1.581e-14 3364-3385 
PR00261A 11.02 2.246e-14 933-954 
PR00261C 1L37 2.478e-14 3641-3662 
PR00261B 14.12 2.853e-14 3721-3742 
PR00261A 11.02 3.631e-14 2938-2959 
PR00261D 12.47 3.813e-14 2729-2750 
PR00261D 12.47 3.813e-14 3809-3830 
PR00261E 11.08 3.850e-14 2767-2788 
PR00261E 11.08 4.300e-14 2729-2750 
PR00261C 11.37 4.358e-14 3444-3465 
PR00261E 11.08 4.450e-14 2938-2959 
PR00261D 12.47 4.797e- 14 2558-2579 
PR00261E 11.08 4.900e-14 3809-3830 
PR00261F 11.57 4.919e-14 1101-1122 1 
PR00261F 11.57 5.355e-14 3641-3662 
PR00261C 11.37 6.104e-14 2599-2620 
PR00261E 11.08 6.400e-14 3641-3662 
PR00261A 11.02 7.092e-14 3809-3830 
PR00261B 14.12 7.221e-14 3809-3830 
PR00261B 14.12 7.353e-14 3641-3662 
PR00261F 11.57 7.823e-14 1144-1165 
PR00261B 14.12 7.882e-14 2687-2708 
PR00261E 11.08 8.350e-14 3721-3742 
PR00261E 11.08 8.650e-14 2809-2830 
PR00261D 12.47 9.016e-14 3641-3662 
PR00261C 11.37 9.328e-14 3721-3742 
PR00261D 12.47 9.719e-14 2638-2659 
PR00261C 11.37 1.522e-13 3600-3621 
PR00261F 11.57 2.688e-13 2729-2750 
PR00261E 11.08 2.828e-13 3404-3425 
PR00261A 11.02 2.853e-13 2558-2579 
PR00261B 14.12 2.901e-13 2852-2873 
PR00261E 11.08 2.969e-13 2852-2873 
PR00261E 11.08 2.969e-13 3764-3785 
PR00261A 11.02 3.515e-13 974-995 
PR00261C 11.37 3.609e-13 2687-2708 
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PR00261E 11.08 3.813e-13 3364-3385 
PR00261A 11.02 3.912e-13 3721-3742 
PR00261E 11.08 4.094e-13 1185-1206 
PR00261E 11.08 4.094e-13 2638-2659 
PR00261A 11.02 6.162e-13 3404-3425 
PR00261A 11.02 6.956e-13 2893-2914 
PR00261E 11.08 7.328e-13 3523-3544 
PR00261A 11.02 7.485e-13 2599-2620 
PR00261F 11.57 7.891e-13 2558-2579 
PR00261B 14.12 7.972e-13 2638-2659 
PR00261E 11.08 9.016e-13 3562-3583 
PR00261E 11.08 9.297e-13 2558-2579 
PR00261F 11.57 9.578e-13 3404-3425 
PR00261F 11.57 9.578e-13 3680-3701 
PR00261D 12.47 1.254e-12 3444-3465 
PR00261F 11.57 1.265e-12 2809-2830 
PR00261C 11.37 1.370e-12 933-954 
PR00261E 11.08 1.545e-12 2687-2708 
PR00261F 11.57 1.926e-12 3562-3583 
PR00261F 11.57 2.456e-12 3721-3742 
PR00261B 14.12 2.603e-12 3562-3583 
PR00261F 11.57 3.382e-12 1185-1206 
PR00261B 14.12 4.205e-12 3404-3425 
PR00261E 11.08 4.955e-12 2893-2914 
PR00261A 11.02 5.310e-12 3641-3662 
PR00261C 11.37 6.178e-12 125-146 
PR00261C 11.37 6.301e-12 1185-1206 
PR00261F 11.57 8.147e-12 3484-3505 
PR00261E 11.08 8.364e-12 80-101 
PR00261E 11.08 8.500e-12 125-146 
PR00261B 14.12 8.644e- 12 3484-3505 
PR00261F 11.57 8.676e-12 892-913 
PR00261D 12.47 9.493e-12 2893-2914 
PR00261A 11.02 1.365e-ll 3444-3465 
PR00261F 11.57 1.625e-ll 3764-3785 
PR00261E 11.08 1.643e-ll 3484-3505 
PR00261E 11.08 1.771e-ll 3600-3621 
PR00261A 11.02 2.581e-ll 2638-2659 
PR00261A 11.02 2.824e-ll 1185-1206 
PR00261F 11.57 3.500e-ll 933-954 
PR00261C 11.37 5.263e-ll 2558-2579 
PR00261F 11.57 5.375e-ll 2687-2708 
PR00261D 12.47 7.081e-ll 125-146 
PR00261A 11.02 7.811e-ll 125-146 
PR00261F 11.57 8.500e-ll 3600-3621 
PR00261E 11.08 9.871e-ll 3444-3465 
PR00261F 11.57 2.320e-10 80-101 
PR00261F 11.57 2.920e-10 125-146 
PR00261C 11.37 3.813e-10 2893-2914 
PR00261B 14.12 5.111e-10 2558-2579 
PR00261D 12.47 6.377e-10 3764-3785 
PR00261D 12.47 6.610e-10 1185-1206 
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ID 


uaiaDase 
entry ID 


Xiescnpuuu 


Result* 

AVISO Ul I 








PR00261B 14.12 7.667e-10 125-146 
PR00261B 14.12 8.889e-10 1185-1206 
PR00261A 11.02 8.962e-10 3764-3785 
PR00261E 11.08 9.137e-10 933-954 
PR00261B 14.12 1.321e-09 2893-2914 
PR00261C 11.37 7.429e-09 3764-3785 


711 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17.39 7.429e-09 2973-2991 
BL01 177C 17.39 8.286e-09 200-218 


711 


BL00799 


Granulins proteins. 


BL00799E 14.64 8.627e-09 1201-1249 


711 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764B 13.56 3.593e-15 1048-1068 
PR00764B 13.56 2.227e-13 3636-3656 
PR00764B 13.56 8.091e-13 1139-1159 
PR00764B 13.56 5.565e-12 928-948 
PR00764B 13.56 7.652e-12 1010-1030 
PR00764B 13.56 8.043e-12 3399-3419 
PR00764B 13.56 2.250e-ll 3595-3615 
PR00764B 13.56 4.000e-ll 3557-3577 
PR00764B 13.56 4.500e-ll 2762-2782 
PR00764B 13.56 6.000e-ll 969-989 
PR00764B 13.56 7.125e-ll 2633-2653 

rKUU/04U Ij.DO o.o/oe-H Z/Z4-z/4*t 

PR00764B 13.56 9.625e-ll 887-907 
PR00764B 13.56 6.377e-10 2804-2824 
PR00764B 13.56 1.338e-09 3479-3499 
PR00764B 13.56 1.563e-09 120-140 
PR00764B 13.56 3.025e-09 3439-3459 
PR00764B 13.56 3.925e-09 75-95 
ppnn7^R ^ "^RRp no i^QA-i^d 

JrJvUU/O^fXJ 1J.JO D.DOOG-\)y Z.>:/*t-Z01*r 

PR00764B 13.56 6.963e-09 2553-2573 
PR00764B 13.56 8.425e-09 2933-2953 
PR00764B 13.56 8.763e-09 3518-3538 


711 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 8.412e-15 206-221 
BL01187B 12.04 2.333e-12 3019-3034 
BL01187B 12.04 7.300e-ll 3895-3910 
BL01187B 12.04 4.600e-10 2979-2994 
BL01187B 12.04 4.825e-09 3855-3870 
BL01187A 9.98 5.500e-09 3003-3014 
BL01 187A 9.98 9.625e-09 190-201 


711 


BL01209 


LDL-receptor class A (LDLRA) domain 
proteins. 


BL01209 9.31 8.313e-16 89-101 
BL01209 9.31 9.438e-16 1062-1074 
BL01209 9.31 3.368e-15 2818-2830 

HT.0190Q Q 11 3 R49p-15 1 1 10-1 199 

BL01209 9.31 4.316e-15 901-913 
BL01209 9.31 4.000e-14 2608-2620 
BL01209 9.31 4.000e-14 3413-3425 
BL01209 9.31 5.125e-14 3571-3583 
BL01209 9.31 5.500e-14 1194-1206 
BL01209 9.31 7.750e-14 2902-2914 
BL01209 9.31 8. 125e-14 3650-3662 
BL01209 9.31 9.250e-14 11534165 
BL01209 9.31 1.000e-13 3730-3742 
BL01209 9.31 6.700e-13 2738-2750 
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SEQ 
ID 


Database 
entry ID 


Description 


Result* 








BL01209 9.31 7.000e-13 3689-3701 
BL01209 9.31 8.500e-13 2696-2708 
BL01209 9.31 3.605e-12 2567-2579 
BL01209 9.31 7.632e-12 3453-3465 
BL01209 9.31 8.105e-12 2776-2788 
BL01209 9.31 8.579e-12 1024-1036 
BL01209 9.31 1.196e-ll 2861-2873 

"OT AlOfiO Q 11 1 SA'lf* 111 14 \A(\ 

BL01209 9.31 5.109e-ll 3373-3385 
dt 0120Q 9116 087e-l 1 2947-2959 
BL01209 9.31 6.478e-ll 3609-3621 
RT 01209 9 31 9 41 3e- 11 3773-3785 
BL01209 9.31 1.346e-10 3818-3830 
BL01209 9.31 3.769e-10 3493-3505 
BL01209 9.31 4.115e-10 3532-3544 
BL01209 9.31 4.981e-10 942-954 
BL01209 9.31 7.231e-10 983-995 
BL01209 9.31 9.679e-09 2647-2659 


711 


PR00054 


FUNGAL ZN-CYS BINUCLEAR 
CLUSTER SIGNATURE 


PR00054B 8.73 1.000e-08 3605-3611 


712 


BL01209 


LDL-receptor class A (LDLRA) domain 
proteins. 


BL01209 9.31 8.313e-16 89-101 
BL01209 9.31 3.543e-ll 134-146 


712 


PR00261 


LOW DENSITY LIPOPROTEIN (LDL) 

D T3/" T OT>TY"VD OTYTXT A TT TO "C 


PR00261A 11.02 3.288e-16 80-101 
ppnn9^ip 11 17 o i i^p.ifi Rfl-101 
ppnn?fii"n 19 471 9Rfif»-is 80-101 
PR00261B 14 12 5 985e-15 80-101 
PR00261C 11.37 6.178e-12 125-146 
PR00261E 11.08 8.227e-12 80-101 
PR00261E 11.08 8.500e-12 125-146 
PR00261F 11.57 6.875e-ll 80-101 
PR00261D 12.47 7.081e-ll 125-146 
PR00261A 11.02 7.81 le-11 125-146 
PR00261F 11.57 2.920e-10 125-146 
PR00261B 14.12 7.667e-10 125-146 


712 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764B 13.56 1.563e-09 120-140 


712 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 5.720e-09 162-178 


714 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 2.765e-25 233-280 
BL00232B 32.79 8.263e-22 458-505 
BL00232B 32.79 4.571e-19 1193-1240 
BL00232B 32.79 8.857e-19 1083-1130 
BL00232B 32.79 2.662e-18 1403-1450 
BL00232B 32.79 5.292e-18 979-1026 
BL00232B 32.79 9.585e-18 1298-1345 
BL00232B 32.79 1.265e-17 672-719 
BL00232B 32.79 1.529e-17 118-165 
BL00232B 32.79 2.588e-17 776-823 
BL00232B 32.79 1.386e-16 876-923 
BL00232C 10.65 5.390e-12 1081-1098 
BL00232C 10.65 1.391e-ll 334-351 
BL00232C 10.65 2.174e-ll 1296-1313 
BL00232C 10.65 4.522e-ll 1401-1418 
BL00232C 10.65 4.115e-10 977-994 



WO 2004/080148 



PCT/US2003/030720 



302 
TABLE 3 A 
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ID j 


Database 
entry ID 


Description 


Result* 








BL00232B 32.79 7.200e-10 341-388 
BL00232C 10.65 9.827e-10 670-687 
BL00232C 10.65 4.474e-09 874-891 
BL00232C 10.65 8.737e-09 231-248 


■71 A 
714 


PR00205 


CADHERIN SICjNAIUKJd 


rJtvUUZuDJcJ 11. oy 4.3joe-ll y/z-yy 1 * 

PR00205B 11.39 4.529e-ll 231-248 
PR00205B 11.39 7.529e-ll 1081-1098 
PR00205B 11.39 1.655e-10 1296-1313 
PR00205B 11.39 4.764e-10 1191-1208 
PR00205B 11.39 5.091e-10 1401-1418 
PR00205B 11.39 6.400e-10 456-473 
PR00205B 11.39 l.OOOe-09 334-351 
PR00205B 11.39 1.763e-09 874-891 
PR00205B 11.39 7.712e-09 563-580 
PR00205B 11.39 9.085e-09 670-687 


715 


BL00232 

\ 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 2.765e-25 233-280 . 
BL00232B 32.79 8.263e-22 458-505 
BL00232B 32.79 4.571e-19 1193-1240 
BL00232B 32.79 8.857e-19 1083-1130 
BL00232B 32.79 2.662e-18 1403-1450 
BL00232B 32.79 5.292e-18 979-1026 
BL00232B 32.79 9.585e-18 1298-1345 
BL00232B 32.79 1.265e-17 672-719 
BL00232B 32.79 1.529e-17 118-165 

"DT fifiOlTD 10 70 9 ^BRo 17 77£_897 

BL00232B 32.79 1.386e-16 876-923 
BL00232C 10.65 5.390e-12 1081-1098 
BL00232C 10.65 1.391e-ll 334-351 
BL00232C 10.65 2.174e-ll 1296-1313 
BL00232C 10.65 4.522e-ll 1401-1418 
BL00232C 10.65 4.115e-10 977-994 
BL00232B 32.79 7.200e-10 341-388 
BL00232C 10.65 9.827e-10 670-687 
BL00232C 10.65 4.474e-09 874-891 
BL00232C 10.65 8.737e-09 231-248 


i-i 1 r 

715 


PR00205 


O A TV£TT?T> TXT OTPXT A *TT TT> T3 


rKUUZUDD 11. oy H.Jjje-il y 1 l-yyH 

PR00205B 11.39 7.529e-ll 1081-1098 
PR00205B 11.39 1.655e-10 1296-1313 
PR00205B 11.39 4.764e-10 1191-1208 

Pl?nn9fKR 11 10 S0Q1f»-10 1 401-1 41 R 

PR00205B 11.39 6.400e- 10 456-473 
PR00205B 11.39 l.OOOe-09 334-351 
PR00205B 11.39 1.763e-09 874-891 
PR00205B 11.39 7.712e-09 563-580 
PR00205B 11.39 9.085e-09 670-687 


716 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 706-736 


716 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF009301 15.96 6.373e-17 748-775 
PF00930H 20.16 2.482e-13 669-711 
PF00930J8.78 1.000e-ll 800-820 
PF00930G 21.30 9.613e-09 629-666 


717 


BL00028 


Zinc ringer, C2H2 type, domain proteins. 


BL00028 16.07 3.118e-14 156-172 
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ID 


Database 
entry ID 
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Result* 








BL00028 16.07 1.900e-13 352-368 
BL00028 16.07 2.565e-12 240-256 
BL00028 16.07 4.130e-12 212-228 
BL00028 16.07 8.435e- 12 324-340 
BL00028 16.07 5.154e-ll 268-284 

BL00028 16.07 6.885e-ll 184-200 


717 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 8.800e-14 172-184 
PD00066 13.92 4.857e-12 200-212 
PD00066 13.92 5.286e-12 228-240 
PD00066 13.92 6.143e-12 340-352 
PD00066 13.92 7.000e-12 256-268 
PD00066 13.92 2.957e-l 1 312-324 
PD00066 13.92 5.304e-ll 50-62 
PD00066 13.92 7.231e-10 78-90 
PD00066 13.92 3.100e-09 284-296 


717 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.909e-15 321-334 
PR00048A 10.52 l.OOOe-14 181-194 
PR00048A 10.52 l.OOOe-14 349-362 

JrKUUU*toA 1U.JZ d.di LG-Lj Zo/-ZjU 

PR00048A 10.52 4.857e-13 153-166 
ppnnnj.RA in^o i qaj^ n 7A0.999 

PR00048A 10.52 3.842e-ll 265-278 
PR00048A 10.52 5.737e-ll 293-306 
PR00048B 6.02 9.308e-ll 197-206 
PR00048B 6.02 6.063e-10 225-234 
PR00048B 6.02 6.063e-10 365-374 
PR00048B 6.02 8.875e-10 169-178 
PR00048B 6,02 5.737e-09 337-346 
PR00048B 6.02 9.053e-09 309-318 


718 


DM01206 


CORONAVIRUS NUCLEOCAPSID 
PROTEIN. 


DM01206B 10.69 3.278e-09 70-89 
DM01206B 10.69 4.418e-09 105-124 


718 


BL00048 


Protamine PI proteins. 


BL00048 6.39 7.107e-16 64-90 BL00048 
6.39 9.196e-16 63-89 BL00048 6.39 
1.132e-12 62-88 BL00048 6.39 2.059e- 
12 66-92 BL00048 6.39 3.250e-12 65-91 
BL00048 6.39 7.618e-12 92-118 
BL00048 6.39 2.625e-ll 60-86 BL00048 
6.39 6.500e-ll 113-139 BL00048 6.39 
6.750e-l 178-104 BL00048 6.39 6.875e- 
11 104-130 BL00048 6.39 7.125e-ll 
112-138 BL00048 6 39 8 625e-1 1 74-100 
BL00048 6.392.539e-10 108-134 
BL00048 6.39 4.434e-10 61-87 BL00048 
6.39 5.855e-10 110-136 BL00048 6.39 
6.921e-10 98-124 BL00048 6.39 7.158e- 
10 109-135 BL00048 6.39 7.750e-10 97- 
123 BL00048 6.39 8.105e-10 79-105 
BL00048 6.39 8.579e-10 19-45 BL00048 
6.39 8.934e-10 94-120 BL00048 6.39 
9.526e-10 103-129 BL00048 6.39 
1.675e-09 101-127 BL00048 6.39 
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CI? ft 

JJJ 


Database 
entry ID 


Description 


rvesuit 








i oftfta fto *7i oo dt nno/ic a 10 i o^ft^ 








ftO R1 1ft7 "DT ftftft/lQ 6. 'SO 1 A7^a ftO 111- 








1 17 T5T ftftftAC £10 1 7ftfto ftO CO 1 ftR 








"DT AAA/1 C £ 1Q 1 *7AAa ftO O/J 1 OO 








"DT AAA/tQ /C 1A /I O/Clo AO OO 10< 








t>t AAA/1 R A 10 ^ 1 £1a ftO 1 ft7 1 11 

-DL/UUU4Q o.jy D.ioje-uy 








BL00048 6.39 5.275e-09 67-93 BL00048 








6.39 5.275e-09 80-106 BL00048 6.39 








5.388e-09 49-75 BL00048 6.39 6.738e- 








09 116-142 BL00048 6.39 7.975e-09 








124-150 BL00048 6.39 8.650e-09 52-78 








RT ftftfUR fk 10 R 7filp-ft0 1 R-44 PJ ftftfUR 








6.39 9. 100e-09 21-47 BL00048 6.39 








9.550e-09 76-102 BL00048 6.39 9.550e- 








09 100-126 BL00048 6.39 9.663e-09 








102-128 BL00048 6.39 1.000e-08 77-103 


720 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 5.875e-20 1548-1575 
PD01719A 12.89 8.200e-17 1719-1746 
PD01719A 12.89 9.182e-17 1491-1518 

PHft1710A 10 RQ 4 ffiQp-lfi 1414-1461 
ru\)i i iyj\. i£.oy t.jojfe-io x*io*t-x*tUx 

PDft1710A 10 RQ 7 ORfip-14 lfiftS-1630 
PD01719A 12.89 2.364e-13 1662-1689 


720 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 6.538e-16 2348-2363 
BL01187B 12.04 3.647e-15 2191-2206 

RT 01 1 R7R 1 0 ft4 ^ fiQfie-1 ^ 01 OR-21 01 
BL01187B 12.04 7.261e-13 2232-2247 
BL01187A 9 98 4 316e-ll 2172-2183 
BL01187A 9.98 1.429e-10 2047-2058 
BL01187B 12.04 2.286e-10 2023-2038 
BL01 187A 9.98 1.750e-09 2332-2343 


720 


BL01177 


Anaphylatoxin domain proteins. 


BL01177D 17.50 5. 167e-09 2042-2059 


720 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 2.256e-10 1000-1023 
BL00240B 24.70 5.395e-10 450-473 
BL00240B 24.70 3.681e-09 1090-1113 
BL00240B 24.70 6.170e-09 634-657 




PP ftftft 1 ft 


TVPP tt XJCVP T TK"R QTHMATTTRTh 


PPftftft1ftP11 1fi 0 ftQ1p-1ft 

PR00010C 11.16 6.357e-09 2196-2206 




PHftOR7ft 


PFfTPPTOP TNFTPPT T7TTKTM 1 

PRECURSOR. 


PTVi0R7ftP. 1 R Rl (\ 004p-1 1 761-70*5 

PD02870B 18.83 8.306e-ll 1126-1158 
Pr>ft0R7ftD 1 5 74 4 Rftfte-1 ft 1 1 06- 1 1 6ft 
PD02R70B 18 83 7 400e-10 393-425 
PD02870B 18.83 9.600e-10 670-702 
PD02870B 18.83 1.862e-09 945-977 
PD02870B 18,83 3.585e-09 1215-1247 
PD02870D 15.74 6.553e-09 854-888 
PD02870B 18.83 6.745e-09 1306-1338 


720 


BL00281 


Bowman-Birk serine protease inhibitors 
family proteins. 


BL00281A 14.18 6.754e-09 2018-2034 


720 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.900e-09 2357-2363 
BL00022B 7.54 7.300e-09 2200-2206 


720 


BL00799 


Granulins proteins. 


BL00799B 11.02 7.429e-09 2014-2049 


720 


DM00864 


EGF-LIKE DOMAIN. 


DM00864B 11.34 7.465e-09 2196-2214 
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ID 
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720 


PD02327 


GLYCOPROTEIN ANTIGEN PRECURSOR 
IMMUNOGLO. 


PD02327B 19.84 7.818e-09 450-471 


720 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688D 13.44 2.756e-09 679-701 
DM01688G 16.45 6.040e-09 1210-1241 

TiAyrni/^RRTi 11 44 8 lAAr* AO 7i<\-4R 


/zu 


TYN/rnni 70 


xxr TTTXT A CP ATDTJA ATYPT?QTn>J T PPT T 


Titornni 70 1 1 07 ^ 7i7*» 1 n 110 1 78 
uiviuui /y iD.y / D./j/e-iu ny-izo 

niuoni70 11 07 0 av*p-10 4Q4-^oi 

xJivivvx kj.y r 7.ujjc*iu tyH-JUJ 

DM00179 13.97 6.870e-09 25-34 
DM001 7Q 11 07 8 043e-0Q 1791-1912 
DM00179 13.97 8.435e-09 401-410 


720 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 2.479e-ll 2344-2360 
PR00907B 1 1.29 3.688e-10 2228-2244 
PR00907G 1 1 61 Q 660e-10 2348-2374 
PR00907G 11.63 9.745e-10 2232-2258 
PR00907G 11 63 9 027e-09 2108-2134 


720 


PD0001 S 


fiT YPOP'ROTFTNPRPnTRSOR PPTT ST 

VJX_r X VjVIAu X 1_<X1> X XVJL/v> W X\.k? VyXv *■ »rM -i • Oil 


PD00015B 5 21 1 000e-08 1279-1285 


721 


BL00674 


A A A-TiTOtein famil v "nroteitK 

XUlil yjl KJ Iviil Iftl 1 II IV LSI VS I Willi) , 


BL00674B 4 46 1 122e-09 452-473 


721 


BL00300 


SRP54-type proteins GTP-binding domain 

TWOtelTlS 


BL00300B 20.56 3.228e-09 452-497 


722 


BL00211 

OLj\J\J£» X X 


adv ixoxxoLyuxtcxo xaiui ijr piuivxixo. 


BL00211B 13 37 9 053e-22 618-649 
BL00211B 13 37 3 314e-13 1430-1461 
BL00211A 12.23 2.385e-ll 515-526 
BL00211A 12.23 1.529e-10 1327-1338 


722 


PR00326 


GTP1/OBG GTP-BINDING PROTEIN 
FAMILY SIGNATURE 


PR00326A 8.75 1.129e-09 513-533 
PR00326A 8.75 2.671e-09 1325-1345 


722 


BL00649 


G-protein coupled receptors family 2 proteins. 


BL00649F 14.99 4.761e-09 857-878 


723 


BL00130 


Uracil-DNA glycosylase proteins. 


BL00130A 13.75 1.000e-08 576-588 


724 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 156-198 
BL00072D 30.08 7.136e-10 67-117 


725 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7.188e-12 409-421 


725 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 407-425 


725 


PR00907 


X X XXV Vy 1VXXJ \SlvL \JU \J J./JLl 1 O X VJ 1 >( r\ X V_> XVCr 


PR0nQ07R 1 1 9Q 4 0R?p-1 1 141-1 SQ 


725 


PF00094 


von Willebrand factor type D domain 

pxuicxub. 


PF00094A 11.09 5.109e-09 138-147 


725 


BL00243 


Integrins beta chain cysteine-rich domain 

piUlCillo. 


BL00243H 17.53 7.632e-09 68-93 


725 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 145-171 


77 ^ 
/Zj 


id LA) 110/ 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


TIT A1 1RTR 17 (\A 0 IAHa 14 71£ 7^1 

dlajllo/ij iz.v*f y. iuue-i*t zjo-zj i 
BL01187B 12.04 5.333e-12 191-206 

t>t ni 1 RTR 1 7 H4 (\ 111p 17 1 00 1 74 

dlajho/d iz.u*f o.jj^e-iz iui/-iz*f 
BL01187A 9.98 9.250e-09 172-183 
BL01187A9.98 1.000e-08 217-228 


727 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 6.108e-22 898-938 
PD00930A 25.62 3.415e-14 775-800 


727 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 4.706e-12 724-739 


727 


PF00620 


GTPase-activator protein for Rho-like 
GTPases. 


PF00620B 14.20 6.000e-10 825-841 


727 


BL01240 


Purine and other phosphorylases family 2 
proteins. 


BL01240C 25.01 1.414e-09,36-77 


729 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 


BL00142 8.38 8.875e-10 412-422 
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Result* ! 






region proteins. 




729 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 

T5T7 

Kii. 


PD01719A 12.89 4.150e-15 572-599 
PD01719A 12 89 3 487e-10 1222-1249 
PD01719A 12.89 6.447e-10 1166-1193 
PD01719A 12.89 1.778e-09 1425-1452 
PD01719A 12.89 7.556e-09 1091-1118 


735 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 1.333e-14 302-324 


742 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 3.571e-13 656-673 
PR00205B 11.39 9.357e-13 233-250 

rJvUUZUJU 11. J7 5r.*tAjC-iZ JJ7-JJU 

PR00205B 11.39 7.055e-10 450-467 
PR00205B 11.39 8.691e-10 553-570 


742 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 8.615e-24 235-282 
BL00232B 32.79 3.631e-18 555-602 
BL00232B 32.79 9.862e-18 452-499 
BL00232B 32.79 2.1 lOe- 15 125-172 
BL00232C 10.65 6.500e-13 233-250 
BL00232C 10.65 8.750e-13 656-673 
BL00232C 10.65 6.087e-ll 339-356 
BL00232C 10.65 9.827e-10 450-467 


745 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.375e-15 216-232 
BL00028 16.07 8.313e-15 518-534 
BL00028 16.07 1.529e- 14 244-260 
BL00028 16.07 1.000e-13 188-204 
dt nnnoc 1 /£ c\i 9 'XSftt* 1 ^ 979 9R8 

BL00028 16.07 l.OOOe- 12 412-428 
BL00028 16.07 2.957e-12 356-372 
BL00028 16.07 2.957e- 12 490-506 
BL00028 16.07 2.957e-12 546-562 
BL00028 16.07 3.348e-12 384-400 
BL00028 16.07 4.522e-12 300-316 
BL00028 16.07 6.870e-12 328-344 
BL00028 16.07 1.000e-ll 160-176 
BL00028 16.07 3.400e-10 440-456 
BL00028 16.07 1.000e-09 132-148 


745 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.091e-15 381-394 
PR00048A 10.52 6.727e-15 269-282 
PR00048A 10.52 6.727e-15 543-556 
PR00048A 10.52 7.545e-15 487-500 
PR00048A 10.52 9.182e-15 185-198 
PR00048A 10.52 6.143e-13 213-226 
PR00048A 10.52 7.429e-13 409-422 
PR00048A 10.52 8.714e-13 241-254 
PR00048A 10.52 8.714e-13 297-310 
PR00048A 10.52 4.706e-12 353-366 
PR00048B 6.02 6.000e-12 173-182 
PR00048B 6.02 3.077e-ll 341-350 
PR00048B 6.02 7.923e-ll 503-512 
PR00048B 6.02 1.000e-10 229-238 
PR00048A 10.52 4.522e-10 515-528 
PR00048A 10.52 6.870e-10 129-142 
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PR00Q48B 6.02 8.875e-10 531-540 
PR00048A 10.52 1.720e-09 157-170 
PR00048A 10.52 2.800e-09 437-450 
PR00048B 6.02 2.895e-09 453-462 
PR00048B 6.02 5.737e-09 313-322 
PR00048A 10.52 6.760e-09 325-338 


745 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDL 


PD00066 13.92 5.20Qe-14 17o-loo 
PD00066 13.92 8.200e-14 344-356 

rDUUUOO li.yz 4.UUUe-13 Z32-Z44 

PD00066 13.92 1.857e- 12 456-468 
PD00066 13.92 3.571e-12 534-546 
PD00066 13.92 4.000e-12 400-412 
PD00066 13.92 l.OOOe-ll 260-272 
PD00066 13.92 l.OOOe-11 372-384 
PD00066 13.92 4.522e-ll 204-216 
PD00066 13.92 l.OOOe-10 288-300 
PD00066 13.92 7.300e-09 506-518 


1 A C 

746 


PD01066 


PROTEIN ZINC FINGER ZLNC-rlNuKK 
METAL-BINDING NU. 




746 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDL 


PD00066 13.92 5.200e-14 251-263 
PD00066 13.92 8.200e-14 419-431 
PD00066 13.92 4.000e-13 307-319 
PD00066 13.92 1.857e-12 531-543 
PD00066 13.92 4.000e-12 475-487 
PD00066 13.92 l.OOOe-ll 335-347 
PD00066 13.92 l.OOOe-11 447-459 
PD00066 13.92 4.522e-ll 279-291 
PD00066 13.92 l.OOOe-10 363-375 


746 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.375e-15 291-307 
BL00028 16.07 l.529e-14 319-335 
BL00028 16.07 1.000e-13 263-279 
BL00028 16.07 2.350e-13 347-363 
BL00028 16.07 1.000e-12 487-503 
BL00028 16.07 2.957e-12 431-447 
BL00028 16.07 3.348e-12 459-475 
BL00028 16.07 4.522e-12 375-391 
BL00028 16.07 6.870e- 12 403-419 
BL00028 16.07 l.OOOe-ll 235-251 
BL00028 16.07 3.400e-10 515-531 
BL00028 16.07 1.000e-09 207-223 


746 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.091e-15 456-469 

PPfinfiARA 10 59 fk 797ft- 1 *> ^44-^7 

Jr SS\)\)\J l rOA J.U.JZ, U. /Z/6-1J J*t*T- J J 1 

PR00048A 10.52 9.182e-15 260-273 
PR00048A 10.52 6.143e-13 288-301 
PR00048A 10.52 7.429e-13 484-497 
PR00048A 10.52 8.714e-13 316-329 
PR00048A 10.52 8.714e-13 372-385 
PR00048A 10.52 4.706e-12 428-441 
PR00048B 6.02 6.000e-12 248-257 
PR00048B 6.02 3.077e-ll 416-425 
PR00048B 6.02 l.OOOe-10 304-313 
PR00048A 10.52 6.870e-10 204-217 
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m 


Lfatauase 
entry ID 


Description 


Kesuit 








PR00048A 10.52 2.800e-09 512-525 

PR0004RR f\ 0 ROSp no 598-^7 

PR00048B 6.02 5.737e-09 388-397 


747 


PF01105 


emp24/gp25L/p24 family. 


PF01105B 25.12 2.868e-25 144-195 


749 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR00405C 19.41 1.000e-18 579-600 
PR00405A 17.71 8.147e-18 539-558 
PR00405B 11.83 7.300e-17 558-575 


749 


PF00791 


Domain present in ZO- 1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 7.688e-09 831-885 


751 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 

"X /TOT 1 A T T5TXTT\TXTO XTTT 

ME 1 AL-B1NDING NU. 


PD01066 19.43 6.143e-21 344-382 


751 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 8.500e-13 769-781 
PD00066 13.92 4.857e-12 711-723 


751 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 4.706e-12 778-791 
PR00048B 6.02 6.538e-ll 766-775 
PR00048A 10.52 l.OOOe- 10 750-763 

TiT% t\f\f\A OA 1 A ei A 1 OA— 1 A ^A1 

PK00048A 10.52 4.130e-10 602-615 
PR00048B 6.02 6.063e-10 708-717 
PR00048A 10.52 8.043e-10 630-643 
PR00048A 10.52 8.435e-10 692-705 
PR00048A 10.52 1.360e-09 720-733 


751 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.118e-14 753-769 
BL00028 16.07 1.346e-ll 781-797 
BL00028 16.07 3.769e-ll 605-621 
BL00028 16.07 9.400e-10 723-739 
BL00028 16.07 1.771e-09 695-711 


754 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


754 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 5.500e-16 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 

T»T AA/4 HTC IT CO £. COO— 10 HCC T7C 

BL00477Ji 17.53 o.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 

TIT AAvl*7*7T 1 O *7iC 1 /?CA#% 111 AOC 1111 

BLvU47/l lo.7o 2.o50e-lz 1085-1111 

"DT (\(\ATTT\ 10 11 A (YTla, 11 Tin TOO 

BL00477H 9.07 5.395e-12 1054-1065 
BL00477C 15 70 1 161e-10 236-252 


755 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514E 14.28 7.750e-12 299-315 
BL00514D 15.35 9.824e-ll 280-292 
BL00514G 15.98 4.273e-10 362-391 
BL00514H 14.95 6.217e-09 397-421 


756 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL007901 20.01 7.638e-10 868-898 


756 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.309e-09 371-403 


756 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.261e-09 189-198 


756 


PR00014 


FIBRONECTIN TYPE IE REPEAT 
SIGNATURE 


PR00014B 14.77 6.400e-10 832-842 
PR00014D 12.04 3.700e-09 671-685 
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757 



PR00014C 
PR00014D 
PR00014D 



BL00240 



15.44 4.522e-09 
12.04 8.200e-09 
12.04 9.550e-09 



857-875 
875-889 
774-788 



Receptor tyrosine kinase class m proteins. 



BL00240B 24.70 2.149e-09 306-329 



757 



PR00019 



LEUCINE-RICH REPEAT SIGNATURE 



PR00019A 
PR00019B 
PR00019B 



758 



11.19 1.450e-ll 
11.36 5.050e-10 
11.36 7.840e-09 



149-162 

98-111 

122-135 



BL00240 



Receptor tyrosine kinase class HI proteins. 



BL00240B 24.70 2.149e-09 306-329 



758 



PR00019 



LEUCINE-RICH REPEAT SIGNATURE 



PR00019A 
PR00019B 
PR00019B 



759 



BL00649 



11.19 1.450e-ll 
11.36 5.050e-10 
11.36 7.840e-09 



149-162 

98-111 

122-135 



759 



PR00249 



G-protein coupled receptors family 2 proteins. 



BL00649C 17.82 4.339e-ll 1086-1111 



SECRETIN-LIKE GPCR SUPERFAMLY 
SIGNATURE 



PR00249C 17.08 4.185e-10 1088-1111 



760 



BL00028 



Zinc ringer, C2H2 type, domain proteins. 



BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 



16.07 8 
16.07 1 
16.07 6 
16.07 6 
16.07 4 
16.07 8 
16.07 1 
16.07 1 
16.07 3. 
16.07 6, 
16.07 7. 



313e-15 
,900e-13 
400e-13 
,400e-13 
913e-12 
826e-12 
000e-ll 
692e-ll 
077e-ll 
538e-ll 
577e-ll 



277-293 
193-209 
137-153 
389-405 
109-125 
333-349 
361-377 
249-265 
221-237 
305-321 
165-181 



760 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDL 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 4, 
13.92 5. 
13.92 5. 
13.92 5, 
13.92 2, 
13.92 3. 
13.92 1, 
13.92 4. 
13.92 7, 
13.92 8. 
13.92 5. 



760 



PR00048 



000e-14 
200e-14 
200e-14 
200e-14 
000e-13 
500e-13 
000e-12 
857e-12 
857e-12 
826e-ll 
200e-09 



265-277 

97-109 

293-305 

321-333 

209-221 

181-193 

377-389 

237-249 

125-137 

405-417 

349-361 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 5.500e-14 330-343 
PR00048A 10.52 7.000e-14 246-259 
PR00048A 10.52 9.250e-14 190-203 
PR00048A 10.52 1.643e-13 218-231 
PR00048A 10.52 4.857e-13 274-287 
PR00048A 10.52 1.000e-12 106-119 
PR00048B 6.02 6.000e-12 94-103 
PR00048B 6.02 6.000e-12 402-41 1 
PR00048A 10.52 4.789e-ll 134-147 
PR00048B 6.02 5.846e-ll 290-299 
PR00048B 6.02 5.846e-ll 374-383 
PR00048A 10.52 9.526e-ll 386-399 
PR00048A 10.52 1. 39 le- 10 302-315 
PR00048A 10.52 1.783e-10 162-175 
PR00048A 10.52 7.26 le- 10 414-427 
PR00048B 6.02 8.875e-10 318-327 
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XveaUil 








PR00048B 6 02 5 737e-09 262-271 


760 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 


PD02462A 22 48 1 768e-09 270-304 
PD02462A 22 48 6 488e-09 298-332 


761 


PR00121 


SODIUM/POTASSIUM-TRANSPORTING j 
ATPASE SIGNATURE 


PR00121D 16.72 6.844e-15 173-194 


761 


BL00154 


E1-E2 ATPases phosphorylation site proteins. 


BL00154E 20.37 2.929e-13 446-486 
BL00154C 12 38 1 540e-12 176-194 


761 


PR00119 


P-TYPE CATION-TRANSPORTING 
ATPASE SUPERFAMILY SIGNATURE 


PR00119B 13.94 7.245e-12 180-194 


761 


BL01228 


Hypothetical cof family proteins. 


BL01228D 17.44 6.348e-09 595-619 


763 


BL00028 


Zinc ringer, C2H2 type, domain proteins. 


BL00028 16.07 7.686e-09 172-188 


764 


BL00892 


HIT familv tiroteins ' 


TVT i!0RQ2A 1R 17 9 19Sp_10 177 907 


764 


BL00064 


L-lactate dehydrogenase proteins. 


BL00064F 25. 14 7.720e-09 295-339 


767 


PD02102 


SUBUNIT E V-ATPASE VACUOLAR ATP 
SYNTHASE HYDROL. 


PD02102A 16.74 8.318e-09 121-164 


768 


BL00926 


Lysyl oxidase copper-binding region 
proteins. 


BL00926E 14.42 2.976e-22 306-342 
BL00926D 9.03 6.336e-14 260-306 


768 


PR00074 


LYSYL OXIDASE SIGNATURE 


PR00074C 8.72 2.674e-18 311-339 

rKUUU/4A V.jj Z.M4e-lU Zjj-Zoi 


768 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 5.500e-29 33-87 
BL00420C 11.90 8.017e-ll 118-128 

J5.LUU4ZUD ZZ.O/ J.jZOe-lU 14/-ZU1 


768 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 5.721e-ll 139-155 
PR00258E 13.33 7.000e-ll 117-129 
fKUuZDoxJ y.oj z.ioue-iu 4ooy 
PR00258C 9.05 2.469e-10 63-73 

PPHAO^R A 1 1 A£L 0 HA&a 1A OO A< 
rxvUUZJoA 11.40 Z. /40e-lU Z;/-4j 

PR00258D 14.41 4.724e-10 94-108 

PPfift95R"n 1A A 1 7 ilOOo AO 01 n_004 

jtivuuzjojl/ 14.41 /.4zye-uy ziu-zz4 


773 


BL01315 


Phosphatidate cytidylyltransferase proteins. 


BL01315C 18.61 1.000e-40 342-385 

P»T 0131 5 A 99 ATI R £50*» 9R 991 959 
JDJLrUl J 1 JJ\ ZZ.H / O.OJl/e-Zo ZZl-ZjZ 

BL01315B 10.40 1.000e-17 253-266 


774 


PR00320 


G-PROTEIN BETA WD-40 RFPFAT 
SIGNATURE 


PP 00390 A 16 74 5 655^ 11 1Qfi 90/1 
IT j\.uuozu/\ lO. /** j.Oj jc-1 1 15JU-ZU4 

PR00320C 13.01 8.560e-10 190-204 
PR00320B 12.19 8.425e-09 190-204 


779 


BL01152 


Hypothetical hesB/yadR/yfhF family proteins. 


BL01152B 20.12 1.581e-17 70-95 
BL01152C 25.93 1.659e-ll 103-149 


783 


BL00280 


Pancreatic trypsin inhibitor (Kunitz) family 
proteins. 


BL00280 24.61 7.070e-26 547-590 


783 


PR00453 


VON WILLEBRAND FACTOR TYPE A 
DOMAIN SIGNATURE 


PR00453A 12.79 3.483e-14 265-282 


783 


PR00759 


BASIC PROTEASE (KUNITZ-TYPE) 
INHIBITOR FAMILY SIGNATURE 


PR00759C 14.15 1.205e- 10 575-590 
PR00759B 11.26 7.968e-10 565-575 


783 


BL01113 


Clq domain proteins. 


BL01113A 17.99 4.447e-10 54-80 
BL01113A 17.99 4.638e-10 100-126 1 
BL01113A 17.99 7.702e-10 57-83 
BL01113A 17.99 1.865e-09 106-132 
BL01113A 17.99 3.250e-09 60-86 
BL01113A 17.99 3.250e-09 213-239 
BL01113A 17.99 3.423e-09 34-60 
BL01113A 17.99 6.365e-09 198-224 
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pnfrv ill 
Clin y uj 


liescnpuon 


JKeSUII 








BL01113A 17.99 7.231e-09 109-135 


781 


pt 00490 


operaci receptor repeal piiHcma uuxuaui 
proteins. 


RT 00490A 90 49 1 91 1f»-1 0 1 fv44 

BL00420A 20.42 1.415e-09 100-128 
00490 A 90 49 7 993e-09 916-244 
BL00420A 20.42 8.477e-09 169-197 


785 


BL00240 


Receptor tyrosine kinase class HT proteins. 


BL00240B 24.70 5.404e-09 336-359 


78£ 


pdaaai c 


PAT TYTV/TDTTC XTrVM CTT?T Tf^TTTT? AT 

PHT VPPOTPrNT PAA/TIT V WtMATTTRF 
iUL I riSAJ 1 HHN JT AiYLLLf I oAVJIN/\ 1 UlvC 


PP00018A 1^7fi4 984/» 19 97-47 

rJvuuyioA u. /o *i , .zo*fe-iz z/- 4 */ 


786 


BL01128 


Shikimate kinase proteins. 


BL01128A 18.84 6.684e-ll 394-427 


78fi 
/oO 


tSLKJiJfyj 


Involucrin proteins. 


PT 007Q5P 17 Cift 8 OOOp 11 1Q1 935 


786 


BL00300 


SRP54-type proteins GTP-binding domain 
proteins. 


BL00300B 20.56 4.032e-10 391-436 


786 


PR00830 


ENDOPEPTLDASE LA (LON) SERINE 

T>TJ rVTC A CTJ /CI /TV CTfTM A TT TP P 

rKUiiJAoJi ^lOJ MOJNAIUKd 


PR00830A 8.41 4.452e-09 37-56 


786 


BL00113 


Adenylate kinase proteins. 


BL00113A 12.74 3.782e-ll 34-50 

PT 001 1 ITk 90 40 4 Q74*» 1 1 58-1 01 

BL00113A 12.74 5.431e-09 395-411 


78 £ 


PT (\C\6TIA 


AAA-proiein iamiiy proteins. 


PT 00A74P & Afk 5 Q8fi<=> 00 30 51 

J3iAiuo/^o *t.**o j.yooe-uy ju-ji 


786 


PR00819 


CBXX/CFQX SUPERFAMLLY 
SIGNATURE 


PR00819B 10.83 7.247e-09 32-47 


78< 
/oO 


rJtCUU304 


TYICP A CP PPCTQTAXT/'^P PPrYTPTKT 
OlvJlN A 1 UJtvC 


DDArtl/JAA 0 10 8 A57*» HO 39_A7 

JrK.UU304A o.iy 0.10 /e-uy dL-*\I 


786 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 8.914e-09 31-52 


788 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002B 15.18 l.OOOe- 10 42-55 
BL50002A 14.19 3.813e-09 4-22 ! 


789 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002B 15.18 1.000e-10 115-128 

T>T CAAAO A 1/ 1Q1 01 la AO 77 AC 

BL3UUUZA 14. ly i.olie-Uy / /-SO 


790 


BL00288 


Tissue inhibitors of metalloproteinases 
proteins. 


BL00288A 17.47 9.143e-21 10-39 

TDT AAOOQO 1 A CI C CAAa 1 O 11 Q1 

BLUUZooL 14.02 o.D00e-lo /3-o/ 
BL00288B 9.44 7.000e-15 54-64 


/yl 


nr AA£1 < 


C-type lectin domain proteins. 


DT HA/CK A K *ZQ 1 ACflfl 11 1 171 

JdLUUuIjA lO.Oo Z.UoUe-11 1DO-1/3 


TA^ 

792 




UDP-glycosyltransferases proteins. 


T5T f\nnCT7 1 ^ AA 1 AAA«. /I A T7A 1 1 A 

BLUUj/Dr 16.99 l.UUUe-4U Z/U-3 14 
BL00375G 13.01 1.000e-40 369-408 
BL00375E 18.75 3.250e-37 215-264 

T5T AA17CT\ 1/1 C/C C 1A 17C ICil 

B.LUU3 /ju 14.30 j.0ZZe-Z4 lO-ZUZ 

PT OH^^f 1 8 97 £ AlQ.t> 9A 110 1 ^ 
15LrUUj/jL/ lo.Z/ O.n/oe-ZH- il\j-lDZ> 

PT 00175P 9 1 99 5 000p-99 47 87 


/y4 


pt 01 1 8i 

JDJLAJl lOO 


uDLc/i^^jv^j memyiiransierase iami ly 

piuiciiia. 


PT0118^P91 ^1 A^Op 19 187 

jdjluiio^jd zi.ji o.ooue-iz 143-10/ 


794 


BL01279 


Protein-L-isoasoartatefD-asoartate^ O- 
methyltransferase signa. 


BL01279A 24 27 5.862e-ll 57-104 


795 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27,68 3.045e-21 494-533 


795 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMLLY 
SIGNATURE 


PR00237C 15.69 2.000e-12 508-530 
PR00237B 13.50 4.414e-ll 463-484 
PR00237D 8.94 5.050e-ll 544-565 


796 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 2.500e-10 82-129 


797 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 2.500e-10 82-129 


798 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 3.628e-09 82-129 


802 


PF00997 


Kappa casein. 


PF00997D 9.95 8.306e-09 506-540 


804 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 


PD02080B 20.69 9.716e-09 20-58 
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STTRPAPF ATPTTA PRE 




804 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 9.806e-09 19-58 


ros 


dt ooqr7 


rsacienai-iype pnyioene aenyurogenase 
proteins. 


BIi^0982F Q RR 4 RS7e-l 1 24-39 

DJUUU70W y.OO *T.OJ/w-ll X»*t— J? 


ROfi 


T4T A07A1 


micgnns octa cnaiii cyoiciiic-riuii ooniain 
proteins. 


PJ,0074TW 17 51 R 1 77-97 


807 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


808 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


fi17 

olZ 


"DT A AO A A 


Receptor tyrosine Kinase ciass m proteins. 


RT O0740R OA 70 0 67Apu10 77Q-107 

I3JLvUZ*tUJ3 Z*t. I\J Z.O/HO-1U Z/2*OUZ 

BL00240B 24.70 8.535e-10 374-397 
BL00240B 24,70 7.702e-09 470-493 


812 ! 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR 


PD02870B 18.83 4.600e-10 512-544 
PD02870B 18.83 7.894e-09 120-152 


813 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR 


PD02870B 18.83 4.600e- 10 2395-2427 
PD02870B 18.83 4.160e-09 1707-1739 

"DTW3C7APJ 1fi Q1 5 08Q o AO 1fiA£_1C1Q 

PD02870B 18.83 7.894e-09 2003-2035 


813 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SI. 


PD00015B 5.21 8.000e-09 1481-1487 


813 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 2.256e-10 1667-1690 
BL00240B 24.70 2.674e-10 2162-2185 
BL00240B 24.70 8.535e-10 2257-2280 

nr f\(Y)AC\\X OA 7A A C\&Aj* AO 1 570 1 501 
TIT 00740 1 R OA 70 5 711r-OQ 100-173 

D1jUUZ < tUJ3 Z*r. /U J.Z IOC-US' jUUOZj 

BL00240B 24.70 7.702e-09 2353-2376 
BL00240B 24.70 8.851e-09 1473-1496 


814 


PR00500 


POLYCYSTIC KIDNEY DISEASE 
PROTEIN SIGNATURE 


PR00500B 7.74 6.305e-09 220-240 


814 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 4.600e-10 2590-2622 
PD02870B 18.83 4.160e-09 1902-1934 

PTVl7R70Ti 1 R R1 5 RR1*» OO 7001 7011 

PD02870B 18.83 7.894e-09 2198-2230 

pn07R70T* 1 R R1 7 0R0*> OO 610 (\(\0 

ruuzo/ux> io.o3 /.yoye-uy oju-ooz 


814 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SI. 


PD00015B 5.21 8.000e-09 1676-1682 


O 1 A 

814 


T>T AA1/1A 

BLU0240 


Receptor tyrosine kinase class HI proteins. 


i3JJJUZ4U£> Z4./U Z.Z30e-lU loOZ-looj 
BL00240B 24.70 2.674e-10 2357-2380 

"DT AA0AAP2 OA 7A fi 51 5o 1 A OAKO 9475 
r>L,UUZ4Ur> Z4. /U o.jJOe-lU Z4jZ-Z4/j 

BL00240B 24 70 4 064e-09 1765-1788 
BL00240B 24.70 5.213e-09 495-518 
BL00240B 24.70 7.702e-09 2548-2571 
BL00240B 24.70 8.851e-09 1668-1691 


816 


PD01733 


APOLIPOPROTEIN PLASMA LIPID 
TRANSPORTS 


PD01733B 20.44 6.600e-14 75-129 


816 


PD02807 


APOLIPOPROTEIN E PRECURSOR APO- 
E GLYCOPROTEIN PLAS. 


PD02807D 7.99 4.779e-09 92-141 


817 


PD01733 


APOLIPOPROTEIN PLASMA LIPID 
TRANSPORT H. 


PD01733B 20.44 6.600e-14 75-129 


817 


PD02807 


APOLIPOPROTEIN E PRECURSOR APO- 


PD02807D 7.99 4.779e-09 92-141 
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T) escrinti on 


Ppeiilf* 






E GLYCOPROTEIN PLAS. 




819 


PR00389 


PHOSPHOLIP ASE A2 SIGNATURE 


PR00389C 18.33 3.172e-20 56-74 

PPftft3RQR 1 ft 7ft R 1 54p 1 5 37-55 

PR00389E 12.52 5.385e-14 104-120 


819 


TH ftftl 1R 


Plincnli mo A 9 Viio+iHitip nrntpin c 

jrnospnoiipase /\x iiioiiujiic proteiiib. 


TU .ftftl 1 RR 1 (\ 33 5 R75p 33 AAJ1\ 

BL00118D 12.85 7.500e-14 104-119 
BL00118C 13.90 8.342e-10 79-97 


821 


BL00908 


Mandelate racemase / muconate lactoniziiig 
enzyme iamuy signs. 


BL00908B 37.71 1.900e-15 209-263 
rt nnoftgA 15 ia 5 3iftp in 87 1 13 


822 


PF00956 


Nuclesosome assembly protein (NAP). 


PF00956B 23.14 1.000e-40 99-139 

PFftftQ5/>P 1 10 fk R5ftp 99 1 53 17ft 

PF00956A 11.88 1.000e-13 58-68 
PFftftQ5fin 7 513 7ftftp-19 939-949 


822 


BL00824 


Elongation factor 1 beta/beta'/delta chain 
proteins. 


BL00824B 9.21 3.676e-09 286-305 


823 


BL01032 


Prntpin TVhncWhntacp 90 tw/\fpittc 
x luiciii piiuapiifl mac £*\*r piuiciiio. 


TU ft1 ft39C* 6 14 3 1 Q5p-1 9 1 47-1 5fi 
BL01032H 11 25 5 680e-ll 318-330 

JDJLA/1 \fj£»XX lliW JiUOvv 1 X J 1 O JJU 

BL01032G 8.33 8.932e-ll 282-295 
BL010321 10 42 8 902e-09 379-388 


824 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094C 12.88 1.918e-09 124-133 


824 


PD02576 


PRECURSOR GLYCOPROTEIN SIGNAL 
CELL. 


PD02576A 27.60 9.057e-09 101-149 


825 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 121-136 

PPftft94513 1ft 3R 3 QIQp-19 fift-74 
PR00245E 12 40 1 000e-10 174-188 


825 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 2.091e-09 165-181 


825 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATTTRF 


PR00237G 19.63 8.714e-ll 155-181 

PPftft937T? 13 ft3 0 735p-ftQ R9_1ft5 


826 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 235-250 

PPftft945 A 1 R ft3 R 61 5p_1 5 5R-7Q 

PR00245B 10.38 3.919e-12 174-188 
PR00245E 12 40 1 000e-10 288-302 


826 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.581e-15 89-128 
BL00237D 11.23 2.091e-09 279-295 


826 


PR00896 


VASOPRFSSTN RFrFPTOR 9TONATTTRP 


PPftftRQtfR 0 ftl R Qfi9p-ftQ 54-65 


826 


PR00237 


x\xi\JLJ\Jx DJuN-AjlLIVB KJx \sJ\. OUi I1JSJ7A1VJJUU X 

SIGNATURE 


PPftft937fr 10 63 R 714p 11 960 905 

PR00237C 15.69 3.829e-10 103-125 
PR00237E 13.03 9.735e-09 196-219 


827 


BL00243 


Tntporiric hpfa f* Via in pvctpinp-ri/*!! /Inmtun 
mtvfei ma ucio uiaui vjroicine-iioxi uuiilalli 

proteins. 


T3T ftft943TT 17 53 5 65ftp-14 30 64 

BL00243H 17.53 4.261e-ll 5-30 


828 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTWATION. 


PD00930B 33.72 7.070e-19 201-241 


831 


PR00193 


MYOSIN HEAVY CHAIN SIGNATURE 


PR00193C 12.60 1.383e-23 177-204 
PR00193B 11.69 2.212e-18 125-150 
PR00193A 15.41 5.925e-12 65-84 


831 


BL00567 


Phosphoribulokinase proteins. 


BL00567A 10.66 9.031e-10 127-145 


832 


PR00193 


MYOSIN HEAVY CHAIN SIGNATURE 


PR00193C 12.60 1.383e-23 177-204 
PR00193B 11.69 2.212e-18 125-150 
PR00193A 15.41 5.925e-12 65-84 


832 


BL00567 


Phosphoribulokinase proteins. 


BL00567A 10.66 9.031e-10 127-145 
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834 


BL00484 


Thyroglobulin type-1 repeat proteins proteins. 


BL00484C 17.01 3.647e-12 358-372 
BL00484B 9.04 4.529e-ll 338-351 


834 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 3.880e-09 143-165 


834 


BL00612 


Osteonectin domain proteins. 


BL00612E 13.12 8.230e-09 274-318 


835 


BL00817 


Erythropoietin / thrombopoeitin proteins. 


BL00817A 18.03 8. 200e-10 515-545 


835 


PR0O251 


BACTERIAL OPSIN SIGNATURE 


PR00251A 12.15 8.820e-10 515-534 


835 


PR0O807 


POLLEN ALLFRGFN AMR FAMTT Y 

X Wl il /I <J, l f\ 1 1 \ i\ VXvVJ Utl T .TVLYXXJ X r\XVLX±j A 

SIGNATURE 


PR 00807 A 1 6 64 8 1 M ft-OQ 4^0-476 


836 


BL00817 


Erythropoietin / thrombopoeitin proteins. 


BL00817A 18.03 8.200e-10 515-545 


836 


PR00251 


RACTFRTAT OPSTN STGNATTrRP 


PR00951 A 19 1 S 8 890*00 S1^_S34 


836 


PR00807 


POT T FN AT T FTCGFN AMR FAMTT V 
SIGNATURE 


PT? 00807 A 16648 1 51p 00 45Q-476 


838 


PR00019 

x x\\i \J\J xy 


LEUCINE-RIOH REPEAT SIGNATTTRF 


P"R0001QA 11 10 8 43<?p-10 397-340 

PR00019A 11.19 9.217e-10 182-195 
PR00019A 11 19 3 333e-09 278-291 

X AWJ \J \J A y Ix. XX. 17 «J« J«J»/w v/7 ^ / O ^7 1 

PR00019B 1 1.36 3.520e-09 227-240 
PR00019B 11.36 9 280e-09 299-312 


841 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.464e-09 135-150 


844 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN I 
AFFIN. 


PD01270D 24 66 5 378e-09 292-327 


844 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24 70 9 809e-09 155-178 


845 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 5.776e-12 759-777 
PR00020C 13 66 6 932e-10 832-843 


845 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24 66 5.378e-09 292-327 


845 


BL00740 


MAM domain proteins. 


BL00740A 13.87 8.313e-12 761-773 
BL00740B 19.76 8.500e-09 901-921 


845 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 
SURFACE ALPHA PRE. 


PD02080B 20.69 9.621e-09 538-576 


845 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 9.809e-09 155-178 


847 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273e-09 839-852 


847 


PF00780 


Domain found in NIK 1 -like kinases, mouse 
citron and yeast ROM. 


PF007801 14.69 4.825e-09 165-194 


848 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273e-09 88-101 


851 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 8.250e-12 174-197 


851 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13 97 3 842e-10 218-227 


851 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.500e-10 327-359 


851 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A4.31 8.405e-09 402-414 


852 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 8.250e-12 170-193 


852 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 3.842e-10 214-223 


852 


PD02870 


RECEPTOR INTmLEUKIN-1 
PRECURSOR. 


PD02870B 18.83 5.500e-10 323-355 


852 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A4.31 8.405e-09 398-410 


854 


PF00168 


C2 domain proteins. 


PF00168C 27.49 2.636e-10 183-208 
PF00168C 27.49 6.318e-10 316-341 


854 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399C 12.82 7.324e-12 216-231 
PR00399A 9.52 8.239e-ll 145-160 
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Result* 








PPHAQOOT} \A 11 Q m 0 1 1 1/CA^1T3 

rKUUjyy±3 14.2/ o.z7/e-ll loU-1/3 

ppnn^oor> i a as 3 Q3n*» in 73^.7 A£ 
PR00399B 14.27 1.915e-09 291-304 


854 


PRn03fift 

X I\uvJ Uv 


V^Z \J\J)NiJ\Xrs olVJTl>/\ 1 Ui\JD 


ppnn3^np. 11 £1 £ ro7p> 10 7nn_7i3 
rxvuujouij 1.5.01 o.oy /e-iz zuu-zio 

PR00360A 14.59 6.538e-ll 304-316 

PPfVn/tfVR 1^ /?1 R £3/tV 1 1 333 3A£ 

PR00360A 14.59 2.184e-09 173-185 


855 


PD01719 


PRFrTTP^OP frT VPOPPOTPTM QTfTMAT 

RE. 


PTi01710A 17 80 ^ 16^A^ ^77 


855 


m nn 142 


lNcuuidi zmc uicuuiupcpuua&cb, ZiiHv- pinoing 
region proteins. 


TVTjVi1A7 8 38 7 ^A^a 1 1 3RO 30Q 


855 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 9. 182e- 10 384-402 


RV7 

OJ l 


ppnn833 

ri\.\J\JojJ 


PfYf T T7M ATT T? P riPM DH A T>T 

SIGNATURE 


Dunnci^tr i ia i cytio no cq to 
rKUUooOJi Z.3U J.U//e-Uy 5o-// 


857 


PF00930 


Dipepudyl peptidase IV (DPP IV) N-terniinal 
region. 


PF00930J 8.78 1.000e-08 267-287 


858 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 3.077e-09 51-65 


858 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF00930J 8.78 1.000e-08 260-280 


859 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 8.054e-16 333-349 
PR00258B 9.63 1.509e-12 352-363 
PR00258E 13.33 1.833e-10 421-433 


859 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 7.582e-30 337-391 
BL00420C 11.90 9.100e-13 422-432 
BL00420A 20.42 8.269e-12 249-277 
BL00420A 20.42 7.382e-ll 264-292 
BL00420A 20.42 1.885e-10 288-316 
BL00420A 20.42 7.344e-10 246-274 
BL00420A 20.42 2.246e-09 261-289 


859 


BL01113 


Clq domain proteins. 


BL01113A 17.99 3.189e-13 264-290 
BL01113A 17.99 5.909e-ll 246-272 
BL01113A 17.99 1.383e- 10 273-299 
BL01113A 17.99 2.149e-10 258-284 
BL01113A 17.99 2.915e-10 261-287 
BL01113A 17.99 5.596e-10 252-278 
BL01113A 17.99 7.128e-10 267-293 
BL01113A 17.99 1.692e-09 282-308 
BL01113A 17.99 5.154e-09 255-281 


860 


T"»T AA vl ^ A 

BL00420 


Speract receptor repeat proteins domain 

TVTAtPI no 


BL00420B 22.67 8.333e-39 397-451 
RT ncidonn 1 1 on o mn*» 13 A87 aoo 

BL00420A 20.42 9.135e-12 309-337 
BL00420A 20.42 7.382e-ll 324-352 
BL00420A 20.42 1.885e-10 348-376 
BL00420A 20.42 7.639e-10 306-334 
BL00420A 20.42 2.246e-09 321-349 


860 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 8.054e-16 393-409 
PR00258B 9.63 1.509e-12 412-423 
PR00258E 13.33 1.833e- 10 481-493 
PR00258C 9.05 3.667e-09 427-437 


860 


BL01113 


Clq domain proteins. 


BL01113A 17.99 3.189e-13 324-350 
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BL01113A 17.99 5.295e-ll 306-332 
BL01113A 17.99 1.383e-10 333-359 
BL01113A 17.99 2.149e-10 318-344 
BL01113A 17.99 2.915e-10 321-347 
BL01113A 17.99 7.128e-10 327-353 
BL01113A 17.99 1.692e-09 342-368 
BL01113A 17.99 4.115e-09 312-338 
BL01113A 17.99 5.673e-09 315-341 


862 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.450e-13 222-238 
BL00028 16.07 l.OOOe- 12 474-490 
BL00028 16.07 8.435e-12 502-518 
BL00028 16.07 1.346e-ll 306-322 
BL00028 16.07 2.731e-ll 362-378 
BL00028 16.07 2.731e-ll 390-406 
BL00028 16.07 3.423e-ll 250-266 
BL00028 16.07 3.423e-ll 334-350 
BL00028 16.07 7.577e-ll 418-434 
BL00028 16.07 1.600e-10 194-210 
BL00028 16.07 9.400e-10 278-294 


862 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 8.200e-16 322-334 
PD00066 13.92 7.231e-15 406-418 
PD00066 13.92 7.923e-15 462-474 
PD00066 13.92 4.600e-14 378-390 
PD00066 13,92 5.200e- 14 490-502 
PD00066 13.92 1.000e-13 210-222 
PD00066 13.92 1.000e-13 294-306 
PD00066 13.92 3.000e-13 238-250 
PD00066 13.92 5.304e-ll 266-278 
PD00066 13.92 7.652e-ll 350-362 
PD00066 13.92 7.000e-09 434-446 


862 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.545e-15 415-428 
PR00048A 10.52 2.929e-13 387-400 
PR00048A 10.52 6.786e-13 219-232 
PR00048A 10.52 8.714e-13 443-456 
PR00048A 10.52 2.059e-12 247-260 
PR00048A 10.52 2.059e-12 331-344 
PR00048A 10.52 5.235e-12 471-484 
PR00048A 10.52 9.471e-12 499-512 
PR00048B 6.02 2.385e-ll 319-328 
PR00048B 6.02 2.385e-ll 487-496 
PR00048A 10.52 9.053e-ll 303-316 

PPfiOnd.P.R. (\ CO 1 563a 10 375 384 

PR00048A 10.52 2.957e-10 359-372 
PR00048A 10.52 3.348e-10 191-204 
PR00048B 6.02 8.313e-10 459-468 
PR00048A 10.52 9.217e-10 275-288 
PR00048B 6.02 9.438e-10 207-216 
PR00048B 6.02 1.947e-09 263-272 
PR00048B 6.02 3.368e-09 235-244 
PR00048B 6.02 3.368e-09 291-300 
PR00048B 6.02 7.158e-09 403-412 


863 


PD01234 


PROTEIN NUCLEAR BROMODOMAIN 


PD01234B 15.53 3.250e-09 568-585 
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TRANS. 




865 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320B 12.19 1.257e- 10 225-239 
PR00320A 16.74 4.441e-10 225-239 


865 


BL00678 


Trp-Asp (WD) repeat proteins proteins. 


BL00678 9.67 9.053e-09 227-237 


867 


BL00600 


Aminotransferases class-HI pyridoxal- 
phosphate attachment si. 


BL00600E 16.43 1.771e-17 302-330 
BL00600A 17.98 3.880e-17 98-121 

TIT AfifCAfin n ai o icoc^a tn inn mr 

BL00600B 19.60 5.091e-15 160-185 

PT firtfSfifYE C 11 0 AI \* 10 1A1 

BL00600C 16.18 6.040e-12 190-205 
BL00600D 8.71 1.000e-10 281-294 


868 


BL00600 


A TTiinntTnTicfprQCfc r»1 o c o 111 m° A rw <i 1 
rVliililU 11 dilo 1 CI ao Co Olabo-JLU. pyntiuAai- 

phosphate attachment si. 


■RT nn/^rtm? kai i nn\a, \n ioo nnn 

BL00600G 12.43 9.625e- 17 274-292 
BL00600B 19.60 2.703e-14 57-82 

RTjOOfiOOF R 77 0 A0\f> 19 

DbUWUUUr O. / / Z.*tZie- 1Z ZHU-Z jz 

BL00600C 16.18 6.040e-12 87-102 
BL00600D 8.71 1.000e-10 178-191 


869 


BL00021 


TCriTiffle domain nrntpiriQ 

XVXXIXglV UvliiaUl yiUlvuX3< 


"RT fln09in OA S6 1 1RR*» OA OAR 98Q 

BL00021B 13.33 2.983e-13 88-105 


869 


BL00134 


Serine proteases, trypsin family, histidine 
proteins. 


BL00134C 13.45 8.800e-15 276-289 

RT 001 34 A 11 Qfi 0 43Rp 1 ^ RR 1fU 

BL00134B 15.99 3.676e-12 237-260 


869 


BL00495 


Airnle domain tymteins 


B.T 004QSO 1 3 7S R ^07p-1 967-9Q<* ! 
BL0Q495N 11 04 2 235e-1 1 
BL00495K 12 58 4 990e-10 90-122 


869 


PR00722 


CHYMOTRYPSIN SERINE PROTEASE 
FAMILY (SI) SIGNATURE 


PR00722C 10.87 3.571e-14 236-248 
PR00722A 12 27 5 966e-14 89-104 
PR00722B 12.51 9.571e-10 145-159 


869 


BL01253 


Type I fibronectin domain proteins. 


BL01253H 13.15 3.609e-23 258-292 
BL01253G 11.34 4.103e-15 236-249 
BL01253D 4.84 4.360e-09 88-101 


870 


BL00188 


Biotm-requiring enzymes attachment site 
proteins. 


BL00188 30.29 9.122e-09 154-199 


873 


DM00758 


AGRIN. 


DM00758 13.12 6.459e-10 93-108 


873 


BL00612 


Osteonectin domain proteins. 


BL00612B 11.35 1.284e-09 86-118 


873 


DM00060 


338 kw NEUREXIN ALPHA III CYSTEINE. 


DM00060 6.92 8.000e-ll 1048-1057 
jjmuuuou o.yz 4.uoue-uy izo-13/ 


873 


BL01185 


C-terminal cystine knot proteins. 


BL01 185B 21.14 4.388e-09 234-282 


873 


PR00010 


TYPE E EGF-LIKE SIGNATURE 


PROOOlOA 11.79 1.450e- 12 46-57 
PROOOIOC 11.16 2.333e-ll 184-194 
PROOOIOC 11 16 9 333e-ll 296-306 

x xwwx xx.xu 11 ^ V/ 

PROOOIOC 11.16 4.273e-10 66-76 
PROOOIOC 11.16 7.000e-10 28-38 
PROOOlOA 11.79 7.097e-10 488-499 
PROOOIOC 11.16 3.571e-09 546-556 
PROOOlOA 11.79 4.231e-09 564-575 
PROOOIOC 11.16 5.929e-09 374-384 


873 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 4.699e-10 52-72 
PR00764F 16.89 5.562e-10 170-190 
PR00764F 16.89 6.301e-10 321-341 
PR00764F 16.89 9.753e-10 360-380 
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PR00764F 16.89 2.052e-09 570-590 
PR00764F 16.89 2.636e-09 398-418 
PR00764F 16.89 7.312e-09 128-148 
PR00764F 16.89 7.662e-09 282-302 
PR00764F 16.89 7.662e-09 532-552 


873 


PR00011 


TYPE m EGF-LIKE SIGNATURE 


PR00011B 13.08 6.425e-09 63-81 
PR00011B 13.08 8.521e-09 25-43 


873 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 8.531e-09 75-120 


873 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.000e-09 378-384 
BL00022A 7.48 9.000e-09 173-179 
BL00022A 7.48 9.000e-09 363-369 


873 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E37.il 2.000e-13 553-600 
BL00279E 37.11 6.875e-13 343-390 
BL00279E37.il 6.803e-12 1031-1078 
BL00279E 37.11 2.962e-ll 35-82 
BL00279E 37.11 5.731e-ll 304-351 
BL00279E37.il 7.115e-ll 73-120 
BL00279E 37.11 7.462e-ll 515-562 
BL00279E37.il 1.217e-10 265-312 
BL00279E 37.11 4.349e-09 153-200 
BL00279E 37.1 1 9.163e-09 381-428 


873 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 3.333e-12 541-556 
BL01187B 12.04 4.000e-12 179-194 
BL01187B 12.04 8.000e-12 291-306 
BL01187B 12.04 4.300e-ll 617-632 
BL01187B 12.04 7.900e-ll 407-422 
BL01187B 12 04 1 514e-10 23-38 
BL01187B 12.04 3.829e-10 369-384 
BL01187B 12.04 5.371e-10 503-518 
BL01187B 12.04 7.171e-10 137-152 
BL01187A 9.98 7.429e-10 486-497 
BL01187B 12.04 7.429e-10 61-76 
BL01187B 12.04 2.800e-09 1057-1072 
BL01187B 12.04 3.475e-09 579-594 
BL01187A 9.98 4.375e-09 44-55 
BL01187B 12.04 7.300e-09 255-270 
BL01187B 12.04 9.550e-09 330-345 


873 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 8.820e-10 280-291 
PD00919A 11.53 9.864e-09 568-579 








PR00960A 10.63 4.667e-09 78-93 


875 


BL00738 


S-adenosyl-L-homocysteine hydrolase 
proteins. 


BL00738J 18.61 1.000e-40 459-508 
BL00738H 23.08 5.320e-36 335-387 
BL00738F 12.23 7.261e-29 254-285 
BL00738A 16.27 9.660e-27 83-122 
BL00738C 16.53 7.923e-25 148-185 
BL00738G 14.29 6.268e-23 313-334 
BL00738B 12.28 8.085e-21 123-147 
BL00738E 14.18 9.200e-19 228-250 
BL007381 14.57 5.135e-17 412-449 
BL00738D 7.16 5.109e-13 202-216 


875 


BL00836 


Alanine dehydrogenase & pyridine nucleotide 
transhydrogenase. 


BL00836D 22.30 8.622e-09 291-327 1 
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877 


PR00425 


BRADYKENIN RECEPTOR SIGNATURE 


PR00425C 13.23 3.586e-09 426-445 


878 


BL00514 


Fibrinogen beta and gamma chains C- 
tenninal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.111e-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


879 


BL00514 


Fibrinogen beta and gamma chains C- 
tenninal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.111e-12 324-353 
BL00514F 11.65 8.9 14e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


880 


BL00514 


Fibrinogen beta and gamma chains C- 
terrninal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.111e-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


883 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 7.446e-ll 244-288 
BL00218E 23.30 3.640e-10 325-364 


884 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 3.172e-ll 158-188 


885 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 6.538e-10 41-58 


889 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 4.900e-10 239-288 


891 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 9.526e-10 118-127 


891 | 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 1.305e-09 155-169 
PR00049D 0.00 6.797e-09 156-170 


892 


BL00633 


Bromo domain proteins. 


BL00633B 13.82 5.950e-21 95-119 
BL00633A 14.69 5.154e-14 74-86 
BL00633C 15.24 8.071e-14 421-433 
BL00633B 13.82 4.600e- 13 388-412 


892 


DM00406 


GLIADIN. 


DM00406 7.73 5.135e-10 970-982 
DM00406 7.73 8.054e-10 753-765 


892 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 8.866e-ll 755-769 
PR00049D 0.00 9.471e-ll 756-770 
PR00049D 0.00 2.220e-09 748-762 
PR00049D 0.00 3.288e-09 972-986 


892 


DM00250 


kw ANNEXES! ANTIGEN PROLINE 
TUMOR. 


DM00250B 13.84 8.031e-ll 1009-1032 
DM00250A 10.52 6.607e-09 772-787 
DM00250B 13.84 7.568e-09 754-777 
DM00250B 13.84 7.689e-09 755-778 


892 


PR00021 


SMALL PROIJNE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 3.734e-09 967-979 
PR00021A4.31 6.582e-09 771-783 
PR00021A4.31 7.722e-09 769-781 


892 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 7.750e-09 255-267 


892 


BL00415 


Synapsins proteins. 


BL00415N 4.29 3.231e-12 749-792 
BL00415N 4.29 6.504e-12 750-793 
BL00415N 4.29 4.857e-l 1 748-791 
BL00415N4.29 1.824e-10 1003-1046 
BL00415N4.29 6.221e-10 1002-1045 
BL00415N 4.29 9.313e-10 964-1007 
BL00415N 4.29 2.314e-09 958-1001 
BL00415P 2.37 8.200e-09 747-782 


892 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B 4.88 3.837e-10 966-984 
PR00209B 4.88 5.696e-10 968-986 
PR00209B 4.88 8.141e-10 752-770 
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PR00209B 4.88 8.594e-09 758-776 


892 


BL00904 


Protein nrenvltransferases aloha subunit 


BL00904A 8.30 5.340e-09 768-817 






reneat trrotein^ nroteins 


BL00904A 8.30 9.489e-09 752-801 


892 


PD090SQ 


CORF POT YPROTETN PROTEIN GAG 


PD02059B 24 48 9 746e-09 867-901 






CONTAINS- P 






JJMUUZ1 J 


PPOT TNJR-PTrW PROTPJTM 3 


DM00215 19 43 2 313e-12 750-782 








DM00215 19 43 7 000e-12 748-780 








DM00215 19 43 9 43 8e- 12 754-786 








DM00215 1 9 43 7 000e-l 1 749-781 








DM00215 19 43 8 412e-ll 752-784 








DM00215 19.43 1.161e-10 953-985 








DM00215 19 43 7.429e-10 948-980 








DM00215 19.43 1.000e-09 751-783 








DM00215 19 43 2 678e-09 759-791 








DM00215 19 43 3 441e-09 753-785 








DM00215 19 43 4 508e-09 240-272 








DM00215 19 43 4 661e-09 241-273 








DM00215 19.43 4.966e-09 765-797 








DM00215 19.43 6.492e-09 954-986 








DM00215 19.43 8.322e-09 945-977 








DM00215 19.43 9.847e-09 747-779 


892 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503D 20.81 1.409e-l 8 421-440 








PR00503B 9.96 7.750e-18 94-110 








PR00503C 19.84 1.720e-15 110-128 








PR00503A 14.39 6.824e-13 78-91 








PR00503B 9.96 4.400e-12 387-403 








PR00503D 20.81 1.188e-ll 128-147 








PR00503C 19.84 1.000e-08 403-421 


894 


BL00282 


Kazal serine protease inhibitors family 


BL00282 16.88 2.397e-14 92-114 






proteins. 




894 


PR00290 


KAZAL-TYPE SERINE PROTEASE 


PR00290A 10.88 2.286e-ll 92-102 






INHIBITOR SIGNATURE 




894 


PR00450 


RECOVERIN FAMILY SIGNATURE 


PR00450C 12.22 4.532e-09 182-203 


895 


PR00753 


1-AMINOCYCLOPROPANE-l- 


PR00753E 8.01 8.522e-ll 171-195 






CARBOXYLATE SYNTHASE 








SIGNATURE 




896 


BL00478 


LIM domain proteins. 


BL00478B 14.79 4.000e- 12 102-116 






BL00478B 14.79 6.000e-12 173-187 








BL00478B 14.79 6.200e-ll 43-57 








BL00478B 14.79 9. 135e-10 231-245 


897 


PR00109 


TYROSINE KINASE CATALYTIC 


PR00109B 12.27 5.787e-13 467-485 






DOMAIN SIGNATURE 




897 


BL00479 


Phorbol esters / diacylglycerol binding 


BL00479C 12.01 7.300e-13 512-524 






domain proteins. 




897 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 8.948e-13 402-449 


897 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 9.217e-14 467-497 








BL00107B 13.31 8.714e-ll 533-548 


897 


PF00564 


Octicosapeptide repeat proteins. 


PF00564B 24.74 6.442e-09 418-468 


898 


PR00109 


TYROSINE KINASE CATALYTIC 


PR00109B 12.27 5.787e-13 654-672 






DOMAIN SIGNATURE 




898 


BL00479 


Phorbol esters / diacylglycerol binding 


BL00479C 12.01 7.300e-13 699-711 



WO 2004/080148 



PCT/US2003/030720 



321 

TABLE 3 A 



SEO 
ID 


Database 
entry ID 


Description 


Result* 






domain proteins. 




898 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 8.948e-13 589-636 


898 


BL00107 


Protein kinases ATP-bindine reeion proteins. 


BL00107A 18.39 9.217e-14 654-684 
BL00107B 13.31 8.714e-ll 720-735 


898 


PF00564 


Octicosapeptide repeat proteins. 


PF00564B 24.74 6.442e-09 605-655 


900 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007C 15.60 3.893e-18 199-220 
PR00007A 19.33 7.500e-17 124-150 
PR00007B 14.16 2.688e-16 151-170 
PR00007D 9.64 5.154e-ll 232-242 


900 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 6.400e-ll 77-105 
BL00420A 20.42 6.164e-10 25-53 
BL00420A 20.42 9.262e-10 68-96 
BL00420A 20.42 1.277e-09 65-93 






Clq domain proteins. 


DUKJ x 1 IjD lO.iO O.wlC-iO IJv 1UJ 

BL01113C 13.18 7.000e-18 199-218 
RL01113A 17 99 5 135e-13 95-121 

DLU X X X JA 1 / ..7.7 J.1J 1 — ' -7 — ' l&il 

BL01113D 7.47 7.231e-12 234-243 
BL01113A 17 99 3 864e-ll 34-60 
BL01113A 17.99 1.191e-10 71-97 
BL01113A 17.99 1.957e-10 77-103 
BL01113A 17.99 1.000e-09 28-54 
BL01113A 17.99 5.154e-09 68-94 
BL01113A 17.99 7.577e-09 74-100 
BL01113A 17.99 8.615e-09 83-109 


901 


PR00927 


ADENINE NUCLEOTIDE 
TRANSLOCATOR 1 SIGNATURE 


PR00927A 7.98 9.667e-09 14-26 


902 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B 4.88 4.494e-12 427-445 


902 


BL00415 


Synapsins proteins. 


BL00415N 4.29 6.771e-10 425-468 


902 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 3.278e-09 448-460 


902 


DM00406 


GLIADIN. 


DM00406 7.73 3.919e-10 427-439 
DM00406 7.73 6.400e-09 448-460 


on? 




GT TADTN AND LMW GT T JTENIN 
STJPERFAMILY SIGNATURE 


PR00208A 12 59 5 438e-09 402-419 
PR00208A 12 59 7 534e-09 420-437 
PR00208A 12.59 8.521e-09 419-436 


902 


BL00795 


Involucrin proteins. 


BL00795C 17.06 1.105e-10 396-440 
BL00795C 17.06 6.651e-10 411-455 
BL00795C 17.06 6.965e-10 394-438 
BL00795C 17.06 7.698e-10 422-466 
BL00795C 17.06 2.900e-09 408-452 
BL00795C 17.06 3.800e-09 395-439 
BL00795C 17.06 5.200e-09 425-469 
BL00795C 17.06 9.200e-09 424-468 


905 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.435e-10 5-18 * 


908 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1480-1494 


908 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 1041-1067 
PR00457D 16.81 4.194e-21 1016-1036 
PR00457C 19.25 1.675e-13 998-1016 
PR00457H 15.90 5.680e-13 1292-1306 
PR00457F 13.69 4.750e-12 1094-1104 
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PR00457G 17.45 8.615e-12 1221-1241 
PR00457B 13.29 3.411e-10 846-861 


908 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 1.000e-09 325-348 


908 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 4.581e-09 304-343 


908 


PR00019 


LEUONE-RICH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 73-86 


909 


BL01208 


VWFO domain nroteins 


BL01208B 15.83 3.250e~10 1511-1525 


909 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 1072-1098 
PR00457D 16.81 4.194e-21 1047-1067 
PR00457C 19.25 1.675e-13 1029-1047 
PR00457H 15.90 5.680e-13 1323-1337 
PR00457F 13.69 4.750e-12 1125-1135 » 
PR00457G 17.45 8.615e-12 1252-1272 
PR00457B 13.29 3.411e-10 877-892 


909 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 1.000e-09 356-379 


909 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 4.581e-09 335-374 


909 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 104-117 


910 


BL01208 


VWFC domain nroteins 


BL01208B 15.83 3.250e-10 1373-1387 


910 


PR00457 


ANIMAL HAEM PEROXID ASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 934-960 
PR00457D 16.81 4.194e-21 909-929 
PR00457C 19.25 1.675e-13 891-909 
PR00457H 15.90 5.680e-13 1185-1199 
PR00457F 13.69 4.750e-12 987-997 
PR00457G 17.45 8.615e-12 1114-1134 
PR00457B 13.29 3.411e-10 739-754 


910 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 1.000e-09 302-325 


910 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 281-320 


910 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.920e-09 73-86 


3»1 1 


RT 00022 


"FfrF-Hlrp domain w*otein*5 
iwVJi Hive nvjniain uiv/Lwiixa. 


BL00022B 7.54 3 250e-10 881-887 
BL00022B 7.54 1.000e-09 88-94 


01 1 


PI? 00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 8.274e-10 942-962 
PR00764F 16.89 6.377e-09 576-596 


911 


PR00010 


TYPE E EGF-LIKE SIGNATURE 


PROOOlOA 11.79 3.700e-12 43-54 
PROOOIOC 11.16 5.636e-10 84-94 
PROOOIOC 11.16 6.727e-10 122-132 
PROOOlOA 11.79 8.258e-10 168-179 
PROOOlOA 11.79 1.231e-09 102-113 
PROOOIOC 11.16 5.500e-09 877-887 
PROOOIOC 11.16 7.000e-09 230-240 


911 


DM00060 


338 kw NEUREXIN ALPHA m CYSTEINE. 


DM00060 6.92 7.250e-l 1 942-951 
DM00060 6.92 8.740e-09 576-585 


911 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E37.il l.OOOe- 10 925-972 
BL00279E 37.11 4.470e-10 846-893 
BL00279E 37.11 8.744e-09 559-606 


911 


BL01187 


Calciiim-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 9.667e-12 117-132 
BL01187A 9.98 9.053e-ll 166-177 
BL01187B 12.04 6.175e-09 834-849 
BL01 187A 9.98 8.125e-09 41-52 
BL01187B 12.04 9.325e-09 183-198 
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911 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 9.410e-10 574-585 
PD00919A 11.53 9.864e-09 47-58 


914 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.000e- 16 161-184 
BL00888B 14 79 1 692e-14 279-302 


914 


DM01513 


CAMP-DEPENDENT PROTEIN KINASE 
REGULATORY CHAIN 


DM01513B 6.81 8.457e-34 198-249 
DM01513B 6 81 2 500e-14 322-373 


914 


PR00103 


CAMP-DEPENDENT PROTEIN KINASE 
SIGNATURE 


PR00103B 13.39 1.000e-16 173-187 
PR00103A 9.59 8.105e-15 276-290 
PR00103E 17 80 9 591 e- 15 355-367 
PR00103D 10.83 3.700e-14 334-345 
PR00103B 13.39 5.935e-13 291-305 
PR00103A 9.59 1.500e-12 158-172 
PR00103C 15.68 1.000e-ll 322-331 
PR00103D 10.83 4.349e-10 210-221 


915 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 8.920e-10 602-615 


916 


PR00087 


LIPOXYGENASE SIGNATURE 


PR00087C 15.00 3.057e-21 373-393 

PP000R7A 1 R V7 7 R 3^-359 

PR00087B 15.25 1.000e-16 353-370 


916 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL00711E 19.66 8.909e-35 364-400 
BL007111 18.56 4.250e-34 526-563 
BL0071 ID 17.56 2.800e-24 296-321 
BL00711H 23.34 5.091e-23 484-522 
PIT 0071 IP 70 7S 9 997e-91 991-740 

BL00711F 19.79 5.065e-16 434-450 
BL00711B 14.24 1.290e-15 160-175 
BL00711G 21.83 8.636e- 12 452-483 
BL00711A 15 87 5 645e-ll 94-103 


916 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467F 11.25 4.661e-18 418-440 
PR00467E 9.00 5.500e-17 293-312 
PR00467A 8 04 4 000e-13 1 1-28 
PR00467D 16.69 5.210e-12 196-217 
PR00467B 17.25 1.83 le- 11 57-76 
PR00467C 12.06 1.662e-09 134-148 


917 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467E 9.00 5.500e-17 266-285 
PR00467A 8.04 4.000e-13 11-28 
PR00467D 16.69 5.210e-12 169-190 
PR00467B 17.25 1.831e-ll 57-76 


917 


BL00711 


T .inftYVOPTiaiPC lrnn-VimHiTity rptrinn trrntpinc 
±jiy\j/\.y g^ixoovo xivjxi miming LGgiuii pivicixxo. 


RT 0071 IP 90 7 9 997p-91 1Q4-999 

BL00711B 14.24 1.290e-15 131-146 
BL00711A 15.87 5.645e-ll 94-103 


918 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL00711C 20.75 2.227e-21 223-251 
BL00711B 14.24 1.290e-15 160-175 
BL00711A 15.87 5.645e-ll 94-103 


918 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467E 9.00 5.500e-17 295-314 
PR00467A 8.04 4.000e-13 11-28 
PR00467D 16.69 5.210e-12 198-219 
PR00467B 17.25 1.831e-ll 57-76 
PR00467C 12.06 1.662e-09 134-148 


927 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 8.377e-10 216-227 
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927 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 7.429e-10 108-123 
BL01187B 12.04 9.486e-10 189-204 
BL01187B 12.04 2.800e-09 227-242 


927 


PR00011 


TYPE m EGF-LIKE SIGNATURE 


PR00011D 14.03 4.158e-12 39-57 
PR00011B 13.08 2.973e-09 39-57 


927 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.276e-09 65-90 


927 


PR00010 


TYPE E EGF-LIKE SIGNATURE 


PR00010C 11.16 5.929e-09 194-204 
PR00010C 11.16 8.286e-09 113-123 


927 


BL01185 


C>terrninal cystine knot proteins. 


BL01185B 21.14 9.047e-09 168-216 


927 


DM00060 


338 kw NEUREXIN ALPHA m CYSTEINE. 


DM00060 6.92 9.460e-09 139-148 


927 


BL01248 


Laminin-type EGF-like (LE) domain proteins. 


BL01248 11.02 9.660e-09 48-60 


928 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 7.835e-09 1-15 


933 


BL00680 


Methionine aminopeptidase subfamily 1 
proteins. 


BL00680 14.37 5.304e-17 173-194 


933 


BL01202 


Methionine arninopeptidase subfamily 2 
proteins. 


BL01202B 26.24 9.671e-10 173-210 


933 


PR00599 


METHIONINE AMINOPEPTIDASE- 1 
SIGNATURE 


PR00599B 12.01 4.600e-20 173-189 
PR00599A 11.65 1.273e-14 151-164 
PR00599D 12.92 3.340e-10 273-285 
PR00599C 1 1.34 6.471e-09 243-255 ' 


938 


PD00289 


PROTEIN SID DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 4.960e-10 137-150 


940 


PD02784 


PROTEIN NUCLEAR 
RIBONUCLEOPROTEIN. 


PD02784B 26.46 1.000e-40 217-259 
PD02784C 20.76 1.000e-40 335-380 
PD02784A 21.09 4.176e-36 178-214 
PD02784B 26.46 7.683e-10 370-412 


940 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030A 14.39 1.857e-09 456-474 
BL00030A 14.39 1.000e-08 186-204 


941 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7.188e-12 410-422 


941 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 408-426 


941 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 1 1.29 4.082e-l 1 144-160 


941 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 139-148 


941 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 69-94 


941 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 146-172 


941 


BL01187 


Calcium-binding EGF-like domain proteins 
partem proteins. 


BL01187B 12.04 9. lOOe- 14 237-252 
BL01187B 12.04 5.333e-12 192-207 
BL01187B 12.04 6.333e-12 110-125 
BL01187A 9.98 9.250e-09 173-184 
BL01187A 9.98 1.000e-08 218-229 


942 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7,188e-12 415-427 


942 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 413-431 


942 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 149-165 


942 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 144-153 


942 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 74-99 


942 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 151-177 


942 


BL01187 


Calcium-binding EGF-like domain proteins 


BL01 187B 12.04 9.100e-14 242-257 
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pattern proteins. 


BL01187B 12.04 5.333e-12 197-212 
BL01187B 12.04 6.333e-12 115-130 
BL01187A 9.98 9.250e-09 178-189 
BL01187A 9.98 1.000e-08 223-234 


943 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


943 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


943 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


943 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


944 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


944 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


944 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


944 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


945 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


945 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


945 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


945 


PR00208 


GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 9.868e-10 835-852 
PR00208A 12.59 2.233e-09 838-855 


945 


DM00406 


GLIADIN. 


DM00406 7.73 9.000e-09 836-848 


945 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


946 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 279-295 


946 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 183-207 


946 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 99-114 


946 


PR00208 


GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 9.868e-10 840-857 
PR00208A 12.59 2.233e-09 843-860 


946 


DM00406 


GLIADIN. 


DM00406 7.73 9.000e-09 841-853 


946 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 182-198 
PR00503D 20.81 9.069e-09 216-235 


950 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.039e-10 677-693 


950 


PR00206 


CONNEXIN SIGNATURE 


PR00206F 16.77 4.250e-09 498-521 


950 


PR00169 


POTASSIUM CHANNEL SIGNATURE 


PR00169G 9.39 7.932e-09 467-489 


951 


BL00427 


Disintegrins proteins. 


BL00427 13.93 7.592e-26 443-497 


951 


PR00138 


MATRDON SIGNATURE 


PR00138D 16.56 5.101e-ll 342-367 


951 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 342-352 


951 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 2.500e-14 457-476 
PR00289B 1 1.79 4.226e-10 486-498 


951 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 8.909e-10 337-355 


951 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 4.255e-09 336-367 


951 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 5.596e-09 336-367 


951 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907E 11.70 7.353e-09 629-651 


953 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 5.500e-ll 360-372 


953 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.000e-12 334-349 
PF00023A 16.03 1.857e-ll 156-171 
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PF00023A 16.03 3. 143e-l 1 255-270 
PF00023B 14.20 3.455e-09 363-372 
PF00023A 16.03 5.821e-09 188-203 


953 


PF00791 


Domain present in ZO- l and Unc5-like netrin 
receptors. 


PF00791B 28.49 4.273e-l 1 334-388 
PF00791B 28.49 4.818e-ll 301-355 
PF00791B 28.49 4.845e-10 188-242 
PF00791B 28.49 9.339e-09 222-276 


954 


BL00252 


Interferon alpha, beta and delta family 
proteins. 


BL00252A 18.49 6.657e-23 35-71 
BL00252B 19.78 2.846e-14 73-123 


954 


PR00266 


INTERFERON ALPHA AND BETA 
SUBUNIT SIGNATURE 


PR00266A 13.61 1.000e-13 67-79 


956 


PR00081 


GLUCOSE/RIBITOL DEHYDROGENASE 
FAMILY SIGNATURE 


PR00081A 10.53 6.226e-13 34-51 
PR00081F 15.71 7.632e-12 152-172 
PR00081B 10.38 2.895e-10 108-119 


958 


PR00885 


BACTERIAL GENERAL SECRETION 
PATHWAY PROTEIN H SIGNATURE 


PR00885B 8.16 9.143e-10 394-408 


958 


BL00616 


Histidine acid phosphatases phosphohistidine 
proteins. 


BL00616A 11.86 7.811e-09 40-47 


959 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 118-159 
BL00284D 16.34 4.857e-21 224-250 
BL00284B 17.99 5.800e- 19 91-111 
BL00284E 19.15 7.577e-18 305-329 


960 


BL00284 


Serpins proteins. 


BL00284C 28.56 2.588e-23 186-227 
BL00284A 15.64 7.750e-22 73-96 
BL00284D 16.34 4.857e-21 292-318 
BL00284E 19.15 7.577e-18 373-397 [ 


961 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 186-227 
BL00284A 15.64 7.750e-22 73-96 
BL00284D 16.34 4.857e-21 292-318 
BL00284B 17.99 6.625e-18 159-179 
BL00284E 19.15 7.577e-18 373-397 


962 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 204-245 
BL00284A 15.64 7.750e-22 73-96 
BL00284B 17.99 5.800e-19 177-197 
BL00284E 19.15 7.577e-18 373-397 


964 


J3L00427 j 


Disintegrins proteins. 


BL00427 13.93 2.739e- 16 459-513 


964 | 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 9.045e-10 359-377 


964 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 1.429e-09 364-374 


964 


PR00289 


DISENTEGRIN SIGNATURE 


PR00289A 13.62 7.000e-14 473-492 
PR00289B 11.79 2.579e-09 502-514 


964 


TIT f\(\ j| 1 n 

BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 3.966e-ll 763-813 
BL00412D 16.54 7.065e-10 759-809 
BL00412D 16.54 4.857e-09 764-814 
BL00412D 16.54 9.357e-09 762-812 


966 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238C 14.36 2.174e-17 177-198 
BL01238D 10.19 3.302e-13 216-229 
BL01238A 11.72 6.936e-12 59-73 
BL01238B 10.99 1.529e-09 133-143 


967 


BL0H13 


Clq domain proteins. 


BL01113B 18.26 9.438e-20 95-130 
BL01113D 7.47 9.308e-12 195-204 
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BL01113C 13.18 4.750e-10 163-182 


967 


PR000O7 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 7.698e-13 116-135 
PR00007D 9.64 9.654e-ll 193-203 
PR00007C 15.60 3.656e-10 163-184 
PR00007A 19.33 1.571e-09 89-115 


969 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMTLY 
SIGNATURE 


PR00237A 11.48 5.355e-09 408-432 


970 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 7.480e-10 160-182 
BL00290B 13.17 2.875e-09 226-243 


970 


PR00939 


C2HC-TYPE ZINC-FINGER SIGNATURE 


PR00939B 13 27 8 412e-09 532-540 


971 


BL00289 


Pentaxin family proteins. 


BL00289D 17 60 1 947e-31 409-447 
BL00289C 12.56 8.615e-16 370-388 
BL00289A 30.36 7.457e-14 282-312 
BL00289B 15.96 8.364e-12 327-341 


971 


PR00895 


PENTAXIN SIGNATURE 


PR00895E 12.74 5.065e-18 417-436 
PR00895D 14.28 3.769e-17 397-416 
PR00895C 12.29 4.273e-17 370-388 
PR00895A 14.53 8.826e-13 305-319 
PR00895B 14.20 2.154e-12 327-341 
PR00895F 15.41 1.439e- 10 436-450 


972 


PF00992 


Troponin. 


PF00992A 16.67 6.447e-09 741-775 


973 


BL00036 


bZIP transcription factors basic domain 
proteins. 


BL00036 9.02 5.737e-ll 633-645 


973 


PR00043 


JUN TRANSCRIPTION FACTOR 
SIGNATURE 


PR00043B 8.73 9.241e-ll 633-649 


973 


PF00624 


Flocculin repeat proteins. 


PF006241 9.10 5.125e-10 461-490 
PF006241 9.10 5.800e-10 462-491 
PF006241 9.10 4.331e-09 458-487 
PF006241 9.10 6.457e-09 456-485 
PF006241 9.10 6.81 le-09 453-482 
PF006241 9.10 8.441e-09 454-483 


977 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.174e-10 2473-2486 


977 


DM00406 


GLIADIN. 


DM00406 7.73 1.400e-09 537-549 


977 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 2.253e-09 538-550 


977 


BL00904 


Protein prenyltransferases alpha subunit 
repeat proteins proteins. 


BL00904A 8.30 2.660e-09 537-586 


977 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 5.821e-10 543-575 
DM00215 19 43 7 750e-10 
DM00215 19.43 7.750e-10 559-591 
DM00215 19.43 2.525e-09 536-568 
DM00215 19.43 4.508e-09 533-565 


977 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 9.017e-ll 540-554 
PR00049D 0.00 9.168e-ll 541-555 
PR00049D 0.00 2.983e-09 538-552 
PR00049D 0.00 3.288e-09 539-553 
PR00049D 0.00 3.898e-09 543-557 
PR00049D 0.00 4.814e-09 537-551 
PR00049D 0.00 6.034e-09 191-205 


977 


PR00239 


MOLLUSCAN RHODOPSIN C- 
TERMINAL TAIL SIGNATURE 


PR00239E 1.58 6.318e-09 542-553 
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ftwlul 


977 


BL00415 


Synapsins proteins. 


BL00415N 4 29 8 143e-l 1 556-599 
BL00415N4.29 8.357e-ll 550-593 
BL00415N 4.29 6.702e-10 543-586 
BL00415N 4.29 8.145e-10 532-575 
BL00415N4.29 8.969e-10 548-591 
BL00415N 4.29 3.562e-09 555-598 
BL00415N 4 29 4 088e-09 531-574 
BL00415N 4.29 9.869e-09 539-582 


977 


PR00211 


GLUTELIN SIGNATURE 


PR00211B 0.86 9.917e-09 551-571 


980 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16 88 4 234e-12 73-95 


980 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834C 15.43 3.613e-20 237-261 
PR00834D 12.14 6.455e-18 275-292 
PR00834B 10.09 5.500e-14 196-216 
PR00834E 13.63 5.355e-13 297-314 
PR00834F 10.91 9.526e-12 389-401 
PR00834A 9.80 3.659e-ll 175-187 


980 


BL00222 


Insulin-like growth factor binding proteins. 


BL00222B 1 1.09 4.420e- 10 22-37 


980 


PR00290 


KAZAL-TYPE SERINE PROTEASE 
INHIBITOR SIGNATURE 


PR00290B 9.78 4.326e-09 84-95 


980 


BL00273 


Heat-stable enterotoxins proteins. 


BL00273 12.24 8.286e-09 26-38 


981 


PR00792 


PEPSIN (Al) ASPARTTC PROTEASE 
FAMILY SIGNATURE 


PR00792A 11.54 5.500e-18 80-100 
PR00792D 12.74 9.069e-13 395-410 
PR00792C 9.10 4.214e-12 312-323 


981 


BL00141 


Eukaryotic and viral aspartyl proteases 
proteins. 


BL00141A 12.10 4.789e-15 87-102 \ 
BL00141E 14.32 6.850e-15 396-419 
BL00141D 6.28 7.300e-ll 312-321 
BL00141B 12.14 2.929e-10 228-239 


982 


BL00523 


Sulfatases proteins. 


BL00523A 13 36 6 651 e- 10 44-60 


984 


PR00765 


CARBOXYPEPTIDASE A 
METALLOPROTEASE (M14) FAMILY 
SIGNATURE 


PR00765B 15.57 7.857e-16 99-113 
PR00765D 14.16 5.500e-ll 233-246 
PR00765C 12 55 1 290e-10 179-187 


984 


BL00132 


Zinc carboxypeptidases, zinc-binding region 
1 proteins. 


BL00132C 21.35 3.308e-28 129-169 
BL00132B 15.93 1.871e-16 99-112 
BL00132A 26.07 1.682e-14 50-90 
BL00132F 13.26 7.254e-14 228-249 
BL00132D 12.70 2.875e-12 173-187 
BL00132E 17.72 3.552e-12 199-225 
BL00132O 10 94 4 S41f»-10 9RSJ3fY? 


985 


PR00765 


CARBOXYPEPTIDASE A 
METALLOPROTEASE (M14) FAMILY 
SIGNATURE 


PR00765B 15 57 7 857e-16 99-1 n 
PR00765D 14.16 5.500e-ll 233-246 
PR00765C 12.55 1.290e-10 179-187 


985 


BL00132 


Zinc carboxypeptidases, zinc-binding region 
1 proteins. 


BL00132C 21.35 3.308e-28 129-169 
BL00132B 15.93 1.871e-16 99-1 12 
BL00132A 26.07 1.682e-14 50-90 
BL00132F 13.26 7.254e-14 228-249 
BL00132D 12.70 2.875e-12 173-187 
BL00132E 17.72 3.552e-12 199-225 
BL00132G 10.94 4.541e-10 285-302 


990 


PD00066 


PROTEIN ZINC-FINGER METAL-BENDL 


PD00066 13.92 5.304e-ll 110-122 


991 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 1.000e-15 139-169 
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BL00107B 13.31 4.273e-13 209-224 


991 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 7.894e-13 139-157 


991 


BL00240 


Receptor tyrosine kinase class m proteins. 


BL00240E 11.56 6.580e-10 125-162 


994 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007A 19.33 6.936e-13 168-194 
PR00007C 15.60 9.250e-13 243-264 
PR00007B 14.16 9.372e-13 195-214 
PR00007D 9.64 5.500e-ll 275-285 


994 


PR00524 


CHOLECYSTOKININ TYPE A RECEPTOR 
SIGNATURE 


PR00524F 5.36 1.766e-09 94-107 


994 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 7.058e-12 79-107 
BL00420A 20.42 4.689e-10 97-125 
BL00420A 20.42 6.902e-10 82-110 
BL00420A 20.42 1.277e-09 85-113 
BL00420A 20.42 5.292e-09 76-104 


994 


BL01113 


Clq domain proteins. 


BL01113B 18.26 1.675e-24 174-209 
BL01113A 17.99 1.871e-15 85-111 
BL01113A 17.99 5.091e-14 82-108 
BL01113D 7.47 3.250e-13 277-286 
BL01113A 17.99 4.892e-13 76-102 
BL01113A 17.99 6.108e-13 94-120 
BL01113A 17.99 9.757e-13 79-105 
BL01113A 17.99 3.769e-12 88-114 
BL01113A 17.99 6.308e-12 91-117 j 
BL01113C 13.18 9.294e-12 243-262 
BL01113A 17.99 8.159e-ll 70-96 
BL01113A 17.99 9.795e-ll 97-123 
BL01113A 17.99 9.809e-10 73-99 
BL01113A 17.99 6.019e-09 103-129 


995 


DM01595 


kw ALLANTOICASE SPAC1F7.09C. 


DM01595D 10.94 8.269e-16 116-140 
DM015951 8.91 2.714e-15 300-317 
DM015951 8.91 9.727e-14 117-134 
DM01595D 10.94 3.274e-ll 299-323 
DM01595E 14.67 6.299e-09 152-184 


997 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 4.103e-18 1089-1112 


997 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 4.326e-16 377-399 


1001 


BL00048 


Protamine PI proteins. 


BL00048 6.39 6.684e-10 949-975 
BL00048 6.39 3.363e-09 947-973 
BL00048 6.39 9.888e-09 781-807 


1UUZ 


JrrUUO/5 


FJdD-nnger. 


PF00628 15.84 8.412e-14 201-215 


1002 


BL00048 


Protamine PI proteins. 


BL00048 6.39 6.684e-10 1158-1184 
BL00048 6.39 3.363e-09 1156-1182 
BL00048 6.39 9.888e-09 990-1016 


1003 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 4.103e-ll 1132-1146 
PR00320C 13.01 8.200e-10 1132-1146 
PR00320A 16.74 9.735e-10 1091-1105 
PR00320C 13.01 2,500e-09 1091-1105 
PR00320B 12.19 6.625e-09 1132-1146 


1004 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 1.545e- 16 21-37 
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1004 


PD00306 


PROTEIN GLYCOPROTEIN PRECURSOR 
RE. 


PD00306A 10.26 2.929e-09 257-270 


1006 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399A 9.52 1.964e-09 162-177 


1007 


PR00806 


VINCUUN SIGNATURE 


PR00806D 11.95 3.963e-09 564-579 


1008 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 5.625e-10 565-598 
BL00319C 17 12 4 316e-09 563-596 
BL00319C 17.12 5.382e-09 560-593 


1008 


PF00922 


Vesiculovirus phosphoprotein. 


PF00922A 19.17 8.862e-09 571-604 


1009 


PR00405 


HIV REV INTERACTING PROTEIN 

**** * ~ AA ~ A «lVi *\/ A AA ™ A 1W A AViJL 1 

SIGNATURE 


PR00405B 11 83 8 385e-lS 281-508 
PR00405A 17 71 4 306e-14 262-281 


1009 


PR00452 


SID DOMAIN SIGNATURE 


PR00452B 11 65 5 500e-09 895-910 


1009 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2 51 9 036e-09 335-347 


1011 


BL00240 


Receptor tyrosine kinase class in proteins. 


BL00240B 24.70 2.674e-10 384-407 
BL00240B 24.70 8.535e-10 479-502 
BL00240B 24.70 7.702e-09 575-598 


1011 


PD02870 


RECEPTOR INTERLEUKIN-1 
PRECURSOR. 


PD02870B 18.83 4.600e- 10 617-649 
PD02870B 18.83 5.883e-09 28-60 
PD02870B 18.83 7.894e-09 225-257 


1015 


BLO0018 


EF-hand calcium-binding domain proteins. 


BL00018 7.41 5.765e-ll 147-159 


1015 


PR00450 


RECOVERIN FAMILY SIGNATURE 


PR00450C 12.22 1.228e-09 33-54 


1015 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 6.559e-09 26-62 


1018 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.474e-24 136-175 
■rt ncvYxnc* n ioa Ann a 1 a oeo n <; 

BL00237B 5.28 3.077e-12 244-255 


1018 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237E 13.03 2.588e-16 236-259 

ppnn/?^7n r qa r Rnn<= 14 1 R£_7n7 
itxvuuzj/u o.7*t o.ovue-i*f ioo-zu/ 

PR00237B 13.50 2.636e-13 105-126 

PR00237C 15.69 4.960e-13 150-172 

PR00237F 13.57 6.040e-13 294-318 

PR00237A 11.48 3.143e-12 72-96 

PR00237G 19.63 3.531e-12 332-358 

PR00237E 13.03 4.441e-09 234-257 


1018 


PR00238 


OPSIN SIGNATURE 


PR00238B 16.24 2.667e-14 208-220 
PR00238A 13.79 8.286e-09 93-105 


1018 


PR00667 


RFTTNAT PTGMT"NFT FPTTFTFT TTTM- 

RETINAL GPCR SIGNATURE 


ppnn/?^7"Q in q/; o eno*» no 01 m£ 


1019 

1V17 

/ 


PR00019 




DDAHA1 OA 11 IOC CAAfl 1 c o*7o 'jftl 

PR00019A 11.19 3.739e-10 134-147 
PR00019B 11.36 1.000e-09 535-548 
PR00019B 11.36 2.440e-09 375-388 
PR00019A 11.19 3.333e-09 252-265 
PR00019B 11.36 4.960e-09 225-238 
PR00019A 11.19 7.000e-09 560-573 
PR00019B 11.36 7.840e-09 351-364 
PR00019B 11.36 9.640e-09 180-193 


1021 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 6.595e-15 996-1019 


1021 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791C 20.98 6.011e-12 606-644 



WO 2004/080148 



PCT/US2003/030720 



331 

TABLE 3 A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 


1021 


PD00289 


PROTEIN SIB DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 5.050e~ll 625-638 


1021 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 621-633 


1021 


BL00888 


Cyclic nucleotide-binding domain proteins* 


BL00888B 14.79 4.682e-09 355-378 


1022 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 6.595e-15 946-969 


1022 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791C 20.98 6.011e-12 556-594 


1022 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 5.050e-ll 575-588 


1022 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 571-583 


1022 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.682e-09 305-328 


1024 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476B 18.34 5.420e-09 365-408 


1024 


PR00669 


INHIBIN ALPHA CHAIN SIGNATURE 


PR00669B 8.27 6.488e-09 204-220 


1025 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476B 18.34 5.420e-09 327-370 


1025 


PR00669 


INHIBIN ALPHA CHAIN SIGNATURE 


PR00669B 8.27 6.488e-09 166-182 


1028 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 9.419e-36 133-180 
BL00232B 32 79 5 345e-21 242-289 
BL00232A 27.72 3.727e-20 39-71 
BL00232C 10.65 2.742e-14 240-257 
BL00232B 32.79 6.566e-14 357-404 


1028 


PR00205 


CADHERIN SIGNATURE 


PR00205B 1 1.39 2.909e-15 240-257 
PR00205A 14.73 8.457e-ll 165-180 


1029 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 9.419e-36 133-180 
BL00232B 32.79 5.345e-21 242-289 
BL00232A 27.72 3.727e-20 39-71 
BL00232C 10.65 2.742e-14 240-257 
BL00232B 32.79 6.566e-14 357-404 


1029 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 2.909e-15 240-257 
PR00205A 14.73 8.457e-ll 165-180 


1030 


PF00816 


H-NS histone family. 


PF00816B 13.84 9.284e-09 102-131 


1030 


PR00124 


ATP SYNTHASE C SUBUNIT 
SIGNATURE 


PR00124A8.81 9.000e-10 41-60 
PR00124A 8 81 0 379e-09 43-62 


1030 


BL00604 


Synaptophysin / synaptoporin proteins. 


BL00604F 5.96 9.696e-09 41-85 


1031 


BL00869 


Renal dinentidase nrntein<! 


BL00869E 13.12 9.129e-18 173-209 
BL00869J 15.60 6.032e-17 323-362 
BL00869H 11.08 1.840e-16 272-294 
BL00869G 13.55 2.543e-16 245-266 
BL00869F 12.77 7.031e-14 210-244 
BL008691 12.92 3.274e-12 295-322 
BL00869D 14.02 5.282e-10 148-176 
BL00869B 15,55 9.382e-10 84-113 


1032 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 7.446e-ll 244-288 
BL00218E 23.30 3.640e-10 325-364 


1033 


BL00721 


Formate-tetrahydrofolate ligase proteins. 


BL00721B 13.21 1.000e-40 456-510 
BL00721D 13.90 1.000e-40 648-701 
BL00721E 13.46 1.000e-40 707-755 
BL007211 18.79 2.500e-40 924-969 
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BL00721H 21.20 8.239e-39 873-923 
BL00721A 15.31 9.71 9e-32 397-430 
BL00721C 16.92 4.000e-30 608-644 
BL00721F 15.96 8.232e-27 770-811 
BL00721G7.97 3.017e-10 831-843 


1033 


PR00085 


TETRAHYDROFOLATE 
DEHYDROGENASE/CYCLOHYDROLASE 
FAMILY SIGNATURE 


PR00085C 15.23 4.906e-15 169-190 
PR00085B 15.92 7.488e-10 136-163 
PR00085E 15.79 6.216e-09 266-295 


1033 


BL00415 


Synapsins proteins. 


BL00415N4.29 8.489e-09 18-61 


1035 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 82-94 


1035 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 2. 962e-09 911-933 


1035 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 4.814e-09 1125-1139 
PR00049D 0.00 5.729e-09 147-161 


1035 


PR00554 


ADENOSINE A2B RECEPTOR 
SIGNATURE 


PR00554B 12.52 8.855e-09 724-732 


1037 


PR00390 


PHOSPHOLIPASE C SIGNATURE 


PR00390A 15.09 1.439e-20 295-313 


1037 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 4.971e-09 135-171 


1037 


BL00292 


Cyclins proteins. 


BL00292A 22.87 5.114e-09 220-253 


1039 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245B 10.38 5.821e-14 176-190 
PR00245A 18.03 6.891e-14 58-79 
PR00245E 12.40 6.170e-ll 290-304 
PR00245C 7.84 2.286e-10 237-252 


1039 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 5.408e-09 89-128 


1039 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 7.577e-09 54-65 


1039 


PR00534 


MELANOCORTIN RECEPTOR FAMILY 
SIGNATURE 


PR00534A 11.49 8.586e-09 50-62 


1039 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMGLY 
SIGNATURE 


PR00237B 13.50 6.000e-09 58-79 
PR00237E 13.03 8.941e-09 198-221 


1040 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187A 9.98 2.125e-12 233-244 
BL01187A 9.98 4.789e-ll 286-297 
BL01187B 12.04 3.057e-10 348-363 


1040 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919D 17.80 l.OOOe-40 406-456 
PD00919D 17.80 l.OOOe-40 465-515 
PD00919G 15.92 l.OOOe-40 590-633 
PD00919H 17.48 l.OOOe-40 634-675 
PD009191 18.44 l.OOOe-40 676-724 
PD00919J 16.09 l.OOOe-40 737-775 
PD00919K 18.26 l.OOOe-40 776-810 
PD00919L 16.90 l.OOOe-40 812-851 
PD00919C 12.28 9.250e-34 357-386 
PD00919F 11.63 7.000e-33 555-583 
PD00919E 11.16 1.000e-32 521-549 
PD00919G 15.92 4.197e-23 453-496 
PD00919G 15.92 1.556e-20 394-437 
PD00919F 11.63 5.103e-20 399-427 
PD00919G 15.92 9.111e-20 550-593 
PD00919D 17.80 3.793e-19 526-576 
PD00919F 11.63 8.397e-18 458-486 
PD00919B 9.47 3.455e-17 308-322 
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BL01022 



Description 



PTR2 family proton/oligopeptide symporters 
proteins. 



Result* 



PD00919D 17.80 6.967e-17 566-616 
PD00919A 11.53 3.520e-15 199-210 
PD00919F 11.63 6.000e-15 595-623 
PD00919D 17.80 3.970e-14 488-538 
PD00919D 17.80 8. HOe- 14 429-479 
PD00919F 11.63 3.379e-13 517-545 
PD00919G 15.92 4.757e-12 489-532 
PD00919D 17.80 6.094e-12 370-420 
PD00919D 17.80 9.915e-12 562-612 
PD00919E 11.16 2.517e-ll 403-431 
PD00919B 9.47 3.714e-ll 215-229 
PD00919G 15.92 7.224e-ll 512-555 
PD00919F 11.63 8.372e-ll 494-522 
PD00919E 11.16 8.382e-ll 498-526 
PD00919E 11.16 9.899e-ll 462-490 
PD00919E 11.16 2.663e-10 559-587 
PD00919D 17.80 9.061e-10 501-551 
PD00919E 11.16 1.092e-09 599-627 
PD00919D 17.80 1.525e-09 503-553 
PD00919G 15.92 3.638e-09 430-473 
PD00919E 11.16 4.582e-09 439-467 
PD00919D 17.80 6.625e-09 524-574 
PD00919A 11.53 6.727e-09 239-250 
PD00919D 17.80 6.775e-09 442-492 
BL01022B 22.19 2.241e-15 74-119 
BL01022E 23.51 3.739e-14 440-475 
BL01022A 11.58 2.212e-12 44-62 
BL01022D 9.42 2.946e-12 195-207 
BL01022C 16.62 6.226e-10 160-183 



1042 



PR00308 



TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 



PR00308C 3.83 2.169e-09 20-29 



1043 



PF01140 



Matrix protein (MA), p!5. 



PF01140D 15.54 3.700e-10 977-1011 



1043 



DM00215 



PROLINE-RICH PROTEIN 3. 



DM00215 19.43 5.018e-10 542-574 
DM00215 19.43 8.322e-09 537-569 
DM00215 19.43 8.322e-09 541-573 
DM00215 19.43 8.627e-09 530-562 
DM00215 19.43 9.542e-09 540-572 



1044 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 9.727e-36 10-48 



1044 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDI. 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 3.769e-15 
13.92 4.462e-15 
13.92 6.538e-15 
13.92 1.000e-13 
13.92 1.000e-13 
13.92 9.000e-13 
13.92 3.571e-12 
13.92 4.000e-12 
13.92 5.714e-12 
13.92 2.957e-ll 
13.92 7.652e-ll 
13.92 2.385e-10 
13.92 1.600e-09 



384-396 
244-256 
468-480 
300-312 
608-620 
160-172 
216-228 
580-592 
496-508 
524-536 
328-340 
552-564 
272-284 
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1044 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.636e-15 589-602 
PR00048A 10.52 4.273e-15 253-266 
PR00048A 10.52 5.500e-14 533-546 
PR00048A 10.52 4.214e-13 225-238 
PR00048A 10.52 5.765e-12 281-294 
PR00048A 10.52 7.882e-12 477-490 
PR00048A 10.52 1.474e-ll 169-182 
PR00048A 10.52 1.947e-ll 141-154 
PR00048A 10.52 3.368e-ll 309-322 
PR00048A 10.52 8.105e-ll 561-574 
PR00048A 10.52 9.526e-ll 393-406 
PR00048B 6.02 1.000e-10 297-306 

T5"D AAA/1 OD £ AO 1 C<lfl 1A C7T CQ£ 

rKUUU4or> O.Uz l.ju3e-lU j//-joO 

PR00048B 6.02 3.250e-10 353-362 
PR00048B 6.02 3.250e-10 409-418 
PR00048B 6.02 3.250e-10 437-446 
PR00048A 10.52 4,522e-10 617-630 
PR00048B 6.02 4.938e-10 241-250 
PR00048B 6.02 7.750e-10 493-502 \ 
PR00048B 6.02 8.875e-10 381-390 
PR00048B 6.02 8.875e-10 465-474 
PR00048A 10.52 2.440e-09 197-210 
PR00048B 6.02 4.789e-09 605-614 


1044 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 7.429e-16 536-552 
BL00028 16.07 2.125e-15 592-608 
BL00028 16.07 4.938e-15 256-272 
BL00028 16.07 5.950e-13 228-244 
BL00028 16.07 1.000e-ll 452-468 
BL00028 16.07 2.731e-ll 396-412 
BL00028 16.07 4.1 15e-ll 172-188 
BL00028 16.07 5.154e-ll 284-300 

DT AAAOQ 1 6, AT ^ QA&a. 1 1 /IQA AQA 

BL00028 16.07 6.538e-ll 564-580 

BL00028 16.07 1.300e-10 144-160 
tit 0009R 1£ 07 i onnp 10 ia(\ 

BL00028 16.07 1.900e- 10 424-440 
T*T 00098 1 6 07 Q 1 00p-1 0 1 1 39 
BL00028 16 07 9 100e-10 200-216 
BL00028 16 07 9 700e-10 368-384 
BL00028 16.07 5.629e-09 508-524 
BL00028 16.07 7.943e-09 312-328 


1046 


PD01795 


PROTEIN AMINOPEPTIDASE 
PRECURSOR HYDROLASE SIGNA. 


PD01795A 10.27 6.667e-09 362-370 


1049 


PF00651 


BTB (also known as BR-C/Ttk) domain 
proteins. 


PF00651 15.00 7.840e-09 43-55 


1049 


PR00766 


AMELORIDE-SENSITTVE AMINE 
OXIDASE SIGNATURE 


PR00766G 11.62 9.905e-09 91-111 


1050 


BL00211 


ABC transporters family proteins. 


BL00211B 13.37 7.429e-20 141-172 


1051 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 1.545e-16 21-37 


1051 


PD00306 


PROTEIN GLYCOPROTEIN PRECURSOR 
RE. 


PD00306A 10.26 2.929e-09 257-270 
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1052 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 5.500e-12 77-110 


1052 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 9.100e-12 154-176 


1053 


PR00018 


KRINGLE DOMAIN SIGNATURE 


PR00018A 14.52 3.423e-09 36-51 


1054 


DM01688 


2 POLY-IG RECEPTOR 


DM01688B 15.06 4.504e-09 85-132 
DM01688J 14.69 8.364e-09 32-68 


1055 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 4.000e-21 281-298 
BL00290A 20.89 4.600e-16 34-56 
BL00290A 20.89 4.375e-15 224-246 


1064 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 1.000e-09 453-466 
PD00289 9.97 5.034e-09 47-60 PD00289 
9.97 5.034e-09 258-271 


1064 


PF00595 


PDZ domain proteins (Also known as DHR 
or GLGF). 


PF00595 13.40 9.250e- 10 450-460 
PF00595 13.40 7.000e-09 255-265 


1067 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.471e-12 126-144 


1067 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 2.800e-22 126-156 
BL00107B 13.31 6.786e-ll 196-211 


1067 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479C 12.01 3.000e-09 174-186 


1067 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL00790M 8.74 4.857e-09 117-138 


1068 


PR00179 


UPOCALIN SIGNATURE 


PR00179B 9.56 1.000e-12 120-132 
PR00179C 19.02 1.000e-10 148-163 
PR00179A 13.78 5.680e-10 37-49 


1068 


BL00213 


Lipocalin proteins. 


BL00213B 8.78 8.000e-10 120-130 
BL00213A 12.95 9.526e-10 37-50 


1070 


PR00200 


ANNEXIN TYPE IV SIGNATURE ■ 


PR00200G 9.43 5.602e-17 299-325 
PR00200E 10.00 6.160e-16 136-157 
PR00200E 10.00 3.012e-13 295-316 
PR00200F 13.72 6.157e-13 219-245 
PR00200E 10.00 4.742e-12 64-85 
PR00200B 7.39 9.063e-12 69-91 
PR00200G9.43 1.991e-ll 140-166 
PR00200D 10.01 5.304e-ll 109-125 
PR00200H 13.68 5.050e-10 343-356 
PR00200B 7.39 2.865e-09 141-163 


1070 


PR00202 


ANNEXIN TYPE VI SIGNATURE 


PR00202G 8.01 1.563e-14 299-325 
PR00202E 13.00 9.613e-13 219-245 
PR00202D 5.58 8.636e-ll 136-157 
PR00202G 8.01 2.525e-09 140-166 
PR00202D 5.58 3.560e-09 64-85 


1070 


PR00199 


ANNEXIN TYPE IE SIGNATURE 


PR00199F 16.19 7.387e-18 219-245 
PR00199D 5.65 1.409e- 16 295-316 
PR00199G 9.09 6.354e-16 300-325 
PR00199D 5.65 6.455e-16 136-157 
PR00199D 5.65 1.474e-13 64-85 
PR00199B 6.86 2.346e-10 69-91 
PR00199B 6.86 5.458e-10 300-322 
PR00199B 6.86 8.234e-10 141-163 
PR00199C 13.84 6.464e-09 109-125 


1070 


PR00197 


ANNEXIN TYPE I SIGNATURE 


PR00197D 7.50 5.629e-16 136-157 
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PR00197F 9.03 7.395e-15 299-319 
PR00197D 7 50 1 234e-14 295-316 
PR00197E 11.89 3.541e-13 219-245 
PR00197D 7.50 6.379e-ll 64-85 
PR00197B 7.56 7.124e-09 69-91 


1070 


PR00198 


ANNEXED TYPE H SIGNATURE 


PR00198D 7.65 2.222e-15 136-157 
PR00198D 7.65 3.647e-13 295-316 
PR00198G 8.09 4.375e-13 299-319 
PR00198D 7.65 9.165e-10 64-85 
PR00198B 8 71 7 529e-09 69-91 
PR00198C 14.32 7.900e-09 109-125 
PR00198G 8.09 8.125e-09 140-160 


1070 


BL00223 


Annexins repeat proteins domain proteins. 


BL00223C 24.79 1.000e-40 278-332 
BL00223B 28.47 9.679e-39 201-250 
BL00223A 15.59 1.000e-27 132-165 . 
BL00223A 15.59 6.936e-22 60-93 
BL00223C 24.79 3.077e-17 119-173 
BL00223A 15.59 4.194e-16 291-324 
BL00223C 24.79 2.514e-09 47-101 
BL00223B 28.47 8.533e-09 117-166 


1070 


rKUuZOl 


A XTKTD YTNT TVDT3 \T QTfTKT A TT TO T? 

AJNJNxiAlJN llrii V MvjJNAlUivD 


PT?nn?nifr 1 1 (Y) 7 6Q?p-19 299-325 
PR00201D 10.49 1.656e-ll 136-157 
PR00201A 6.05 6.242e-ll 69-91 
PR00201E 12.37 8.040e-U 219-245 
PR00201C 11.13 3.897e-10 109-125 
PR00201D 10.49 5.050e-10 64-85 
PR00201G 11.02 6.215e-10 140-166 
PR00201D 10.49 9.910e-10 295-316 
PR00201 A 6.05 4.297e-09 300-322 
PR00201H 12.04 7.506e-09 343-356 
PR00201A 6.05 8.842e-09 141-163 


1070 


PR00196 


ANNEXIN FAMILY SIGNATURE 


PR00196D 21.86 2.895e-21 219-245 
PR00196E 9.19 3.077e-20 299-319 
PR00196C 10.36 5.500e-20 136-157 
PR 00 196 A 11 16 7 632e- 19 69-91 
PR00196C 10.36 1.500e-15 295-316 
PR00196B 10.68 8.875e-15 109-125 
PR00196C 10.36 8.071e-14 64-85 
PR00196A 11.16 2.714e-12 141-163 
PR00196G 11.72 4.250e-12 343-356 
PR00196E 9.19 9.735e-12 140-160 
PR00196F 13.89 1.000e-ll 327-342 
PR00196A 1 1.16 8.859e-10 300-322 
PR00196F 13.89 7.938e-09 168-183 
PR00196D 21.86 9.775e-09 135-161 


1071 


BL00610 


Sodiion:neurotransmitter symporter family 
proteins. 


BL00610A 17.73 1.000e-40 52-101 
BL00610B 23.65 1.000e-40 115-164 
BL00610C 12.94 1.000e-40 212-263 
BL00610E 20.34 1.000e-40 372-414 
BL00610F 29.02 1.000e-40 469-523 
BL00610G 12.89 9.217e-22 528-550 
BL00610D 20.97 4.822e-19 278-330 
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1071 


PR00176 


SODIUM/NEUROTRANSMTTTER 
SYMPORTER SIGNATURE 


PR00176A 16.82 1.529e-26 52-73 
PR00176C 10.84 5.5Q0e-25 124-150 
PR00176G 12.48 2.688e-22 458-478 
PR00176E 11.41 2.000e-21 322-342 
PR00176F 10.73 3.333e-20 376-395 
PR00176B 7.31 1.600e-19 81-100 
PR00176D 9.02 1.321e-18 239-256 
PR00176H 15.27 2.440e-18 498-518 


1072 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.652e-09 113-122 


1073 


BL01207 


Glypicans proteins. 


BL01207C 19.08 6.538e-31 250-285 
BL01207B 23.69 9.122e-28 191-236 
BL01207D 23.23 1.692e-24 429-463 
BL01207A 12.21 1.000e-16 62-77 
BL01207E 13.70 1.214e-ll 487-503 


1073 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 3.898e-09 515-529 


1073 


BL00291 


Prion protein. 


BL00291A 4.49 7.724e-09 530-564 


1073 


PR00829 


MAJOR POLLEN ALLERGEN LOL PI 
FAMILY SIGNATURE 


PR00829E 10.81 9.597e-09 306-320 


1075 


PF00777 


Sialyltransferase family. 


PF00777C 18.60 2.581e-28 294-348 


1078 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


1078 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17 34 8 500e-25 785-814 
BL00477G 19 43 8 826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 5.500e-16 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
BL004771 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H 9.07 5.395e-12 1054-1065 
BL00477C 15.70 1.161e-10 236-252 


1079 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 804-830 


1079 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477F 17.34 8.500e-25 799-828 
BL00477A 13.50 9.800e-23 135-163 
BL00477E 17.53 6.538e-13 769-789 
BL00477B 9.05 6.625e-13 222-234 
BL00477D 12.73 4.073e-12 743-752 
BL00477C 15.70 1.161e-10 249-265 


1080 


BL00477 


Alpha-2-rnacroglobulin family thiolester 
region proteins. 


BL00477A 13.50 9,800e-23 122-150 
BL00477B 9.05 6.625e-13 209-221 
BL00477C 15.70 1.161e-10 236-252 


1081 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


1081 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 8.800e-22 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
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BL004771 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H 9.07 5.395e-12 1054-1065 
BL00477C 15.70 1.161e-10 236-252 


1081 


BL00115 


Eukaryotic RNA polymerase IE heptapeptide 
repeat proteins. 


BL00115V 21.32 5.745e-09 1422-1471 


1082 


BLOl 177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 791-817 


1082 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477F 17.34 8.500e-25 786-815 
BL00477A 13.50 9.800e-23 122-150 
BL00477E 17.53 6.538e-13 756-776 
BL00477B 9.05 6.625e-13 209-221 
BL00477D 12.73 4.073e-12 730-739 
BL00477C 15.70 1.161e-10 236-252 


1083 


BL00122 


Carboxylesterases type-B serine proteins. 


BL00122E 22.02 9.027e-31 195-235 
BL00122A 12.04 5.500e-16 60-80 
BL00122D 12.53 7.545e-16 171-186 
BL00122C 7.91 8.125e-13 142-152 
BL00122B 16.84 4.830e-10 122-132 
BL00122F 11.10 5.500e-10 247-256 
BL00122G 11.67 9.625e-10 500-510 


1083 


PR00878 


CHOLINESTERASE SIGNATURE 


PR00878F 5.37 7.171e-09 460-472 


1084 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919B 9.47 7.485e-10 1019-1033 


1084 


BL00203 . 


Vertebrate metaUothioneins proteins. 


BL00203 13.94 9.138e-10 175-220 


1084 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37.11 9.241e-10 387-434 


1084 


PR00011 


TYPE IE EGF-LIKE SIGNATURE 


PR00011D 14.03 2.696e-09 413-431 


1084 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907G 11.63 7.973e-09 890-916 


,1084 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 8.017e-09 92-106 


1084 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 8.200e-09 1187-1193 


1084 


PR00010 


TYPE E EGF-LIKE SIGNATURE 


PR00010C 11.16 7.667e-ll 1183-1193 j 
PR00010C 11.16 1.857e-09 937-947 
PR00010C 11.16 4.857e-09 1687-1697 
PR00010C 11.16 8.286e-09 1642-1652 


1084 


PR00009 


TYPE I EGF SIGNATURE 


PR00009C 14.11 9.118e-09 1058-1069 


1084 


BLOl 187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 7.000e-17 1682-1697 
BL01187B 12.04 2.350e-14 1178-1193 
BL01187B 12.04 5.500e-14 1136-1151 
BL01187B 12.04 1.391e-13 642-657 
BL01187B 12.04 4.130e-13 1219-1234 
BL01187B 12.04 4.913e-13 1095-1110 
BL01187B 12.04 9.609e-13 932-947 
BL01187B 12.04 9.667e-12 1054-1069 
BL01187B 12.04 4.600e-ll 1261-1276 
BLOl 187A 9.98 9.526e-ll 997-1008 
BL01187B 12.04 1.257e-10 1483-1498 
BL01187A 9.98 7.857e-10 1078-1089 
BL01187A 9.98 2.875e-09 1243-1254 
BL01187B 12.04 3.250e-09 1637-1652 
BLOl 187A 9.98 7.000e-09 914-925 
BLOl 187A 9.98 1.000e-08 1037-1048 
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PR00014A 8.22 8.941e-10 816-825 
PR00014D 12.04 5.950e-09 872-886 
PR00014C 15.44 6.478e-09 854-872 



1086 



BL00790 



Receptor tyrosine kinase class V proteins. 



BL007901 20.01 6.250e-12 865-895 
BL007901 20.01 7.750e-09 662-692 



1087 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 2.737e-24 16-54 



1087 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 16.07 4.150e-13 219-235 
BL00028 16.07 7.300e-13 191-207 
BL00028 16.07 4.522e-12 163-179 
BL00028 16.07 2.038e-ll 247-263 



1087 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDI. 



PD00066 13.92 7.231e-15 235-247 
PD00066 13.92 6.143e-12 179-191 
PD00066 13.92 7.923e-10 207-219 



1087 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 3.250e-14 188-201 
PR00048A 10.52 4.000e-14 244-257 
PR00048A 10.52 4.706e-12 216-229 
PR00048B 6.02 3.250e-10 232-241 
PR00048A 10.52 2.440e-09 160-173 
PR00048B 6.02 9.053e-09 260-269 



1088 



1088 



PD01066 



BL00028 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 2.737e-24 16-54 



Zinc finger, C2H2 type, domain proteins. 



BL00028 16.07 8.043e-12 163-179 



1088 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 2.800e-09 160-173 
PR00048B 6.02 9.053e-09 176-185 



1089 



1089 



BL00243 



BL01208 



Integrins beta chain cysteine-rich domain 
proteins. 



BL002431 31.77 1.127e-09 86-128 
BL002431 31.77 2.775e-09 30-72 
BL002431 31.77 5.437e-09 89-131 



VWFC domain proteins. 



BL01208B 15.83 5.865e-09 114-128 



1089 



PD02283 



PROTEIN SPORULATION REPEAT 
PRECU. 



PD02283C 17.54 
PD02283C 17.54 
PD02283C 17.54 
PD02283C 17.54 



5.613e-09 24-51 
5.613e-09 68-95 
7.188e-09 93-120 
7.750e-09 103-130 



1089 



BL00269 



Mammalian defensins proteins. 



BL00269C 16.52 
BL00269C 16.52 



9.289e-09 28-56 
9.289e-09 72-100 



1089 



BL00203 



Vertebrate metallothioneins proteins. 



BL00203 13.94 6. 
BL00203 13.94 3. 
BL00203 13.94 4 
BL00203 13.94 6 
BL00203 13.94 1 
BL00203 13.94 2 
BL00203 13.94 2 
BL00203 13.94 5 
BL00203 13.94 5 
BL00203 13.94 7 
BL00203 13.94 1 
BL00203 13.94 1. 
BL00203 13.94 2. 
BL00203 13.94 3 
BL00203 13.94 4, 
BL00203 13.94 5. 



897e-12 66-111 
769e-l 170-115 
165e-l 140-85 
835e-l 165-110 
096e-10 61-106 
723e-10 21-66 
,723e-10 22-67 
.213e-10 91-136 
,883e-10 26-71 
.032e-10 114-159 
.643e-09 85-130 
735e-09 105-150 
745e~09 80-125 
.388e-09 56-101 
,214e-09 81-126 
500e-09 60-105 
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BL00203 13.94 6.694e-09 100-145 
BL00203 13.94 6.969e-09 17-62 
BL00203 13 94 7 612e-00 47-92 
BL00203 13 94 7 704e-09 101-146 
BL00203 13.94 8.531e-09 75-120 
BL00203 13.94 8.7 14e-09 95-140 
BL00203 13.94 9.541e-09 25-70 


1090 


PD02283 


PROTEIN SPORULAHON REPEAT 
PRECU. 


PD02283C 17.54 5.613e-09 28-55 


1090 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 3.069e-12 26-71 
BL00203 13.94 6.266e-10 30-75 
BL00203 13.94 4.398e-09 21-66 
BL00203 13.94 8.071e-09 25-70 


1090 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 9.289e-09 32-60 


1091 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL002431 31.77 8.676e-10 121-163 
BL002431 31.77 3.915e-09 124-166 
BL002431 31.77 5.690e-09 30-72 


1091 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 5.865e-09 149-163 


1091 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 3.670e-ll 66-111 
BL00203 13.94 4.659e-ll 40-85 
BL00203 13.94 7.429e-ll 70-115 
BL00203 13.94 1.862e-10 105-150 
BL00203 13.94 2.723e-10 21-66 
BL00203 13.94 2.723e-10 61-106 
BL00203 13.94 2.915e-10 126-171 
BL00203 13.94 4.064e-10 22-67 
BL00203 13.94 6.457e-10 26-71 
BL00203 13.94 7.032e-10 149-194 
BL00203 13.94 7.3 19e-10 95-140 
BL00203 13.94 1.735e-09 140-185 
BL00203 13.94 1.827e-09 115-160 
BL00203 13.94 1.918e-09 80-125 
■rt c\(\i(vx 1^ O/i ^ A*>n*» no mo ia^ 

BL00203 13.94 3.204e-09 65-110 
BL00203 13.94 4.306e-09 120-165 
BL00203 13.94 5.041e-09 47-92 
BL00203 13.94 5.500e-09 116-161 

BL00203 13.94 6.969e-09 17-62 
tjt nn?n^ 1 ^ qa i aoq^oq 71 1 i ^ 

BL00203 13.94 7.704e-09 136-181 
BL00203 13.94 8.163e-09 85-130 
BL00203 13.94 8.714e-09 130-175 


1091 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 5.613e-09 24-51 
PD02283C 17.54 5.613e-09 68-95 
PD02283C 17.54 7.188e-09 128-155 
PD02283C 17.54 7.750e-09 138-165 
PD02283C 17.54 8.875e-09 123-150 


1091 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 9.289e-09 28-56 
BL00269C 16.52 9.289e-09 72-100 


1091 


BL00799 


Granulins proteins. 


BL00799D 12.41 7.66 le-09 49-95 
BL00799G 9.41 1.000e-08 39-79 
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1094 


PR00248 


METABOTROPIC GLUTAMATE GPCR 
SIGNATURE 


PR00248A 9.91 7.522e-09 24-45 


1094 


PR00354 


7FE FERREDOXIN SIGNATURE 


PR00354C 5.72 8.157e-09 258-275 


1096 


PR00356 


TYPE II ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356G 10.80 9.862e-ll 193-206 


1096 


BL00615 


C-type lectin domain proteins. 


BL00615B 12.25 2.731e-09 193-206 
BL00615A 16.68 9.400e-09 94-111 


1097 


PR00356 


TYPE H ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356G 10.80 7.658e-09 193-206 


1097 


BL00615 


C-type lectin domainjproteins. 


BL00615A 16.68 9.400e-09 94-111 


1098 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18 03 6 870e-24 59-80 
PR00245C 7.84 2.421e-19 238-253 
PR00245E 12 40 8 714e-16 291-305 

X 1Wv4iT«/U X *w • i V Sj • 9 X~W X\J X**S X —J \J *s 

PR00245D 10.47 6.786e-13 274-285 
PR00245B 10.38 6.906e-13 177-191 


1098 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 8.839e-15 90-129 
BL00237D 11.23 2.364e-09 282-298 


1098 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAM3LY 
SIGNATURE 


PR00237B 13.50 1.750e-09 59-80 
PR00237C 15.69 4.600e-09 104-126 
PR00237A 11.48 5.065e-09 26-50 
PR00237G 19.63 5.605e-09 272-298 


1098 


PR00023 


ZONA PELLUCIDA SPERM-BINDING 
PROTEIN SIGNATURE 


PR00023E 22.27 9.813e-09 128-145 


1099 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 9.083e-10 163-201 


1099 


PR00346 


TISSUE FACTOR SIGNATURE 


PR00346H 10.74 8.179e-09 542-565 


1099 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.000e-08 306-312 


1100 


DM00372 


CARCINOEMBRYONIC ANTIGEN 
PRECURSOR AMINO-TERMINAL 
DOMAIN. 


DM00372B 20 31 8 920e-15 363-407 
DM00372B 20 31 3 329e-12 68-112 


1101 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1436-1450 


1101 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 997-1023 
PR00457D 16.81 4.194e-21 972-992 
PR00457C 19.25 1.675e-13 954-972 
PR00457H 15.90 5.680e-13 1248-1262 
PR00457F 13.69 4.750e-12 1050-1060 
PR00457G 17.45 8.615e-12 1177-1197 
PR00457B 13.29 3.411e-10 802-817 


1101 


BL00240 


Receptor tyrosine kinase class m proteins. 


BL00240B 24.70 1.000e-09 349-372 


1101 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17 22 7 677e-09 328-367 


1101 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.920e-09 73-86 


1102 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1412-1426 


1102 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 973-999 
PR00457D 16.81 4.194e-21 948-968 
PR00457C 19.25 1.675e-13 930-948 
PR00457H 15.90 5.680e-13 1224-1238 
PR00457F 13.69 4.750e-12 1026-1036 
PR00457G 17.45 8.615e-12 1153-1173 
PR00457B 13.29 3.41 le- 10 778-793 


1102 


BL00240 


Receptor tyrosine kinase class EI proteins. 


BL00240B 24.70 1.000e-09 325-348 
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1102 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 73-86 


1102 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 304-343 


1103 


BL00815 


Alpha-isopropylmalate and homocitrate 
synthases proteins. 


BL00815C 21.36 3.118e-09 786-814 


1107 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 8.352e-09 682-716 


1113 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 6.885e-12 311-341 


1113 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 7.750e-09 311-329 


1117 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652B 8.50 4.021e-09 99-150 
PD01652B 8.50 5.050e-09 2-53 
PD01652A 15.35 7.769e-09 12-47 


1120 


BL50002 


Src homology 3 (SIB) domain proteins 
profile. 


BL50002A 14.19 1.750e-12 1026-1044 


1120 


PR00452 


SIB DOMAIN SIGNATURE 


PR00452B 11.65 4.1 15e-ll 1036-1051 


1120 


PF00023 


Ank repeat proteins. 


PF00023B 14.20 3.000e-10 954-963 
PF00023A 16.03 2.286e-09 925-940 


1120 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 8.000e-ll 951-963 
PD00078B 13.14 4.522e-09 918-930 


1120 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 8.024e-16 925-979 
PF00791C 20.98 4.971e-09 939-977 


1120 


PR00499 


NEUTROPHIL CYTOSOL FACTOR 2 
SIGNATURE 


PR00499D 10.18 6.965e-09 1024-1044 


1122 


PF00992 


Troponin. 


PF00992A 16.67 8.461e-09 245-279 


1124 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1124 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.087e-09 128-140 


1124 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 2.569e-09 135-189 
PF00791B 28.49 9.835e-09 69-123 


1125 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1125 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.087e-09 128-140 


1125 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 2.569e-09 135-189 
PF00791B 28.49 9.835e-09 69-123 


1128 


PR00248 


METABOTROPIC GLUTAMATE GPCR 
SIGNATURE 


PR00248G 12.67 2.688e-09 53-77 


1129 


DM00516 


186 DISCOIDIN I N-TERMINAL. 


DM00516 30.53 8.606e-13 131-175 


1130 


DM00516 


186 DISCOIDIN I N-TERMINAL. 


DM00516 30.53 8.606e-13 131-175 


X 1 J\J 


DM01 077 


oil A rtUKMUJNil-nlJNDlrNCj (jLOBULIN. 


DM01077A 16.30 3.143e-ll 386-432 


1132 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. . 


BL002431 31.77 4.930e-09 87-129 


1133 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107B 13.31 5.909e-13 195-210 


1133 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 7.609e-09 196-218 
PR00109B 12.27 9.297e-09 126-144 


1135 


PR00402 


TEC/BTK DOMAIN SIGNATURE 


PR00402A 16.09 2.950e-10 664-683 


1135 


BL00509 


Ras GTPase-activating proteins. I 


BL00509B 10.28 9.800e-09 502-512 


1137 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 3.959e-ll 168-184 


1137 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 3.893e-10 333-365 
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xVColxil 








DM00215 19 43 4 054e~10 328-360 
DM00215 19.43 8.232e- 10 332-364 


1137 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12 04 2 957e-13 134-149 
BL01187B 12 04 3 739e-13 261-276 
BL01187B 12.04 2.333e-12 216-231 
BL01 187A 9 98 3 250e-09 197-208 1 


1137 


PR00049 


WIIMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 3.288e-09 348-362 
PR00049D 0.00 3.288e-09 350-364 


1137 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17 39 4 714e-09 128-146 


1137 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17 53 5 855e-09 63-88 


1137 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11 09 9 022e-09 163-172 

X X VW«r^AX iiiV^ /iVAiv V7 X \JmJ X / X« 


1137 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 9.100e-09 75-81 


1137 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 9.357e-09 348-360 


1143 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C7.84 5.355e-17 121-136 
PR0094TO 10 38 3 010ft-19 60-74 
PR00245E 12 40 1 000e-10 174-188 

X l\vv*# 1 X^ 1a>~V iiVUvv XV X F . IvD 


1143 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 2.091e-09 165-181 


1143 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 155-181 
PR00237E 13 03 9 735e-09 82-1 OS 


1144 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7 84 5 355e-17 235-250 
PR00245A 18.03 8.615e-15 58-79 
PR00245B 10 38 3 919e-12 174-188 
PR00245E 12.40 l.OOOe- 10 288-302 


1144 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.581e-15 89-128 
BL00237D 11.23 2.091e-09 279-295 


1144 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9 01 8 962e-09 54-6S 


1144 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 269-295 
PR00237C 15.69 3.829e-10 103-125 
PR00237E 13.03 9.735e-09 196-219 


1146 


BL00914 


Svntaxin / enimomhin fflnrilv TvrntfMTiQ 

JrXAVClsiXXX / V'fJJLLllVJl L/11XXX I Cli 1 11 1 j LsXVJlVXXXd. 


RT 0001 A 9/1 01 1 79p 00 1 917 
DLUU71T" zt.yx o.x /ze-uy jloo-zi / 


1147 


PR00264 


INTERLEUKIN- 1 SIGNATURE 


PR00264B 20.98 8.453e-ll 56-82 

PR00964P 17 77 1 R51p 10 0/? 194 


1148 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 5.050e-24 96-143 
BL00226D 19.10 8.200e-18 262-308 
BL00226C 13.23 5.610e-14 161-191 
BL00226A 12.77 5.065e-13 380-394 


1 1 51 




iXLici me aiaie xuamenis proieins. 


dLUUzZOD iy.10 5.500e-3o 367-413 
BL00226C 13.23 4.130e-23 266-296 
BL00226A 12.77 9.129e-13 131-145 
BL00226B 23.86 1.338e-10 183-230 


1152 


PR00138 


MATRIXES! SIGNATURE 


PR00138A 15.14 7.136e-16 86-99 
PR00138B 15.82 3.824e-ll 131-146 


1152 


BL00546 


Matrixins cysteine switch. 


BL00546A 19.62 7.667e-26 66-95 
BL00546E 10.23 3.475e-19 231-251 
BL00546B 20.11 7.720e-19 155-198 
BL00546F 12.40 6.400e-13 268-280 
BL00546G 16.84 9.449e-l 1 288-307 


1152 


BL00024 


Hemopexin domain proteins. 


BL00024B 21.53 3.143e-23 105-138 
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BL00024C 22.98 8.320e-20 154-202 

P2T OAOOAP 1 1 1A O 1 Q/io 1 Q 011 0^1 
DLA)\)\J/. t tr 1 I.jU Z.lo4e-lo Z31-Z01 

BL00024G 13.31 6.192e-13 268-280 
BL00024A 11.49 9.100e-13 86-96 
BL00024H 11.35 8.154e-10 335-346 


1153 


PR00138 


MATRDQN SIGNATURE 


PR00138A 15.14 7.136e-16 86-99 
PR00138B 15.82 3.824e-ll 131-146 


1 1 O 

1153 


BL00546 


Matrixins cysteine switch. 


BL00546A 19.62 7.667e-26 oo-io 

DT A AC/1 /CD 1 A Ol 1 AHZa. 1 O OH 0<1 

dlajudhOEi 1U.Z3 J.4/3e-iy Z31-ZM 

BL00546B 20.11 7.720e-19 155-198 
BL00546F 12.40 6.4QGe~13 268-280 

PT AAC/t/Cfi 1< Q/l Q 1 1 OQQ 107 
i5JLfUUD40ur 10.54 y.44ye-l 1 Zoo-oU/ 


1153 


BL00024 


Hemopexin domain proteins. 


BL00024B 21.53 3.143e-23 105-138 

TJT AAAOAP 00 OS C 10Ao OA 1 C4 OAO 
U1AJUUZ4L/ LL.yo o.JZUe-ZU 1 D4-ZUZ 

PT 0009AP 1 1 10 9 1R4*» 18 911-9^1 

A5i-»UUUZ*rr 11 JU Z. lo'te- 1 0 Z,D 1-AJ 1 

BL00024G 13.31 6.192e-13 268-280 
BL00024H 11.35 8.154e-10 335-346 


1154 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 2.068e-09 10-24 


1 1 ^ 


PT 00400 


T PP / DDT / fPTD famil*/ mrMoinc 

LiDr i Dri i ^xjir iamuy proxeins. 


PT 00A00P OA ^1 (\ OOQr 17 910-9^1 

BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e-10 27-58 


1156 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 1.700e-19 90-128 
PD02448B 10.17 2.311e-17 129-176 


1 1 <m 

1 1 DO 


TJT AA/1 1 < 


Synapsins proteins. 


tjt AA/f i cr\ i a A n AO 00 CO 




DT AA1/17 


Poly(ADP-ribose) polymerase zinc finger 
domain proteins. 


PTAA1/17A 10 1<0 70^o 1CQ1 11C 


1 1 


"DT AA£Q7 


Air-aepenaent jjina ngase AMr-Dinaing 
site proteins. 


TJT AA^OOT* 1Q OO 1 1A£a 01 CG1 £17 

oi/UUoy/JJ lo.yy i.o4oe-zj oyi-oi/ 
BL00697A 21.27 2.929e-19 471-499 

PT 00n*Q7P 11 AO A 77Ap-1A ^06-517 


1160 


BL00284 


Serpins proteins. 


BL00284C 28.56 7.600e-25 203-244 
BL00284E 19.15 4.375e-23 401-425 
BL00284D 16.34 5.286e-21 317-343 
BL00284A 15.64 6.192e-17 27-50 
BL00284B 17.99 4.414e-13 174-194 


1 1 

1 100 


"DT A1 101 


Caspase family histidine proteins. 


PT O1191A011C COOa 117 17 

ujLui iziA y.i i D.juue-ij i-ii 


1 1 

1100 


"DD AA17/C 

rKUUi /0 


TXTTUP T TJT TV TNT 1 "D C y C\SS\7Xi'0 TTKld 

lJNliiKI^JiUlvlJN-li> wUJN ViiKlUNlJ 

ENZYME SIGNATURE 


DTJAA17/CA 14 017 0CAo 11 C 10 
rKUUj/OA 14.Z3 /.yoUe-ll j-1o 


1167 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870D 15.74 7.000e-10 79-113 


1 1 fn 
110/ 


PT101 «7 
r uviodz 


PPPPPTOP PPT T 7sTtf ffl VPOPPOTPTM 

IMMUNOGLOB. 


PTiOlfi^OP 8 <\0 1 1A1*» 90 90Q 9^0 

PD01652B 8.50 5.457e-18 107-158 
PD01652A 15.35 6.438e-14 117-152 
PD01652A 15.35 3.732e- 10 24-59 
PD01652B 8.507.448e-10 14-65 
PD01652A 15.35 4.231e-09 219-254 


1169 


BL00615 


G-type lectin domain proteins. 


BL00615A 16.68 7.231e-10 125-142 


1171 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308A5.90 9.156e-13 158-172 
PR00308C 3.83 6.640e-12 161-170 
PR00308B 4.28 1.806e-10 161-172 
PR00308A 5.90 4.873e-10 162-176 
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PR00308C 3.83 8.062e-10 165-174 



PR00456E 3.06 5.671e-09 163-177 



1171 



BL00678 



Tip-Asp (WD) repeat proteins proteins. 



BL00678 9.67 2.800e-10 429-439 
BL00678 9.67 5.263e-09 480-490 
BL00678 9.67 6.211e-09 249-259 



1171 



PR00833 



POLLEN ALLERGEN POA PI 
SIGNATURE 



PR00833H2.30 7.750e-10 164-178 
PR00833H 2.30 7.923e-09 161-175 



1171 



PR00320 



G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 



PR00320A 16.74 4.000e-13 427-441 
PR00320B 12.19 8.269e- 12 478-492 
PR00320A 16.74 5.966e-ll 478-492 
PR00320C 13.01 6.478e-ll 478-492 
PR00320C 13.01 9.217e-ll 427-441 
PR00320A 16.74 9.690e- 11 247-261 
PR00320B 12.19 3.057e-10 247-261 
PR00320C 13.01 6.040e-10 247-261 
PR00320B 12.19 6.657e- 10 427-441 
PR00320B 12.19 1.450e-09 520-534 
PR00320C 13.01 2.500e-09 303-317 
PR00320A 16.74 4.732e-09 520-534 
PR00320A 16.74 6.488e-09 344-358 
PR00320C 13.01 1.000e-08 344-358 



1172 



PD01652 



RECEPTOR CELL NK GLYCOPROTEIN 
MMUNOGLOB. 



PD01652A 15.35 6.625e-10 24-60 
PD01652B 8.50 1.836e-09 14-66 
PD01652B 8.50 4.021e-09 111-163 



1173 



PD01652 



RECEPTOR CELL NK GLYCOPROTEIN 
MMUNOGLOB. 



PD01652A 15.35 6.625e-1024-60 
PD01652B 8.50 1.836e-09 14-66 
PD01652B 8.50 4.021e-09 111-163 



1183 



1184 



PD02876 



BL01289 



DECARBOXYLASE 
PHOSPHATTDYLSERINE. 



PD02876C 8.80 2.723e-13 316-328 
PD02876D 12.13 2.588e-12 427-443 



TSC-22 / dip / bun family proteins. 



BL01289A 12.18 8.200e-33 124-150 
BL01289B 10.45 8.071e-30 151-180 



1184 



DM00475 



w LOW TRANSPOSASE SAPA 12K. 



DM00475B 12.12 5.891e-10 145-164 



1187 



PR00901 



PHEROMONE B ALPHA- 1 RECEPTOR 
SIGNATURE 



PR00901H 14.99 4.706e-09 56-66 



1188 



BL00708 



Prolyl endopeptidase family serine proteins. 



BL00708B 24.91 7.197e-12 734-764 



1188 



1189 



1189 



1190 



1190 



PF00930 



BL00708 



PF00930 



BL00708 



PF00930 



Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 



PF009301 15.96 6.373e-17 776-803 
PF00930H 20.16 2.482e-13 697-739 
PF00930J 8.78 1.000e-ll 828-848 
PFO093OG 21.30 9.613e-09 657-694 



Prolyl endopeptidase family serine proteins. 



BL00708B 24.91 7.197e-12 734-764 



Dipeptidyl peptidase IV (DPP IV) N-terrninal 
region. 



PF00930H 20.16 2.482e-13 697-739 
PF00930J8.78 1.000e-ll 790-810 
PF00930G 21.30 9.613e-09 657-694 



Prolyl endopeptidase family serine proteins. 



BL00708B 24.91 7.197e-12 721-751 



Dipeptidyl peptidase IV (DPP IV) N-tenninal 
region. 



PF009301 15.96 6.373e-17 763-790 
PF00930H 20.16 2.482e-13 684-726 
PF00930J 8.78 1.000e-ll 815-835 
PF00930G 21.30 9.613e-09 644-681 



1193 



PF00791 



Domain present in ZO- 1 and Unc5-like netrin 
receptors. 



PF00791B 28.49 6.612e-15 153-207 
PF00791B 28.49 7.955e-14 186-240 
PF00791B 28.49 3.653e-12 436-490 
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PF00791B 28.49 9.337e-12 54-108 
PF00791B 28.49 4.273e-ll 319-373 

"DT?rtfY701'D OQ AO 1 ft18#» 11 9^9_3fl6 

IrrUU/yiJD Zo.^y /.oloe-11 Zja-jUO 
PF00791B 28.49 1.524e-10 219-273 
PF00791B 28.49 2.398e-10 120-174 
PF00791C 20.98 3.559e-09 200-238 
PF00791C 20.98 5.235e-09 333-371 
PF00791C 20.98 5.235e-09 544-582 
PF00791B 28.49 6.202e-09 352-406 
PF00791B 28.49 7.028e-09 598-652 
PF00791C 20.98 7.265e-09 101-139 
PF00791B 28.49 8.679e-09 530-584 

DT7AA'701 , D OQ /10 1 AAAe Afi R*7 1A1 


1193 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 4.600e-12 345-357 
PD00078B 13.14 2.000e-ll 462-474 
PD00078B 13.14 3.500e-ll 796-808 
PD00078B 13.14 8.500e-ll 863-875 
PD00078B 13.14 4.600e-10 495-507 
PD00078B 13.14 5.950e-10 760-772 
PD00078B 13.14 4.522e-09 212-224 
PD00078B 13.14 6.087e-09 278-290 
PD00078B 13.14 l.OOOe-08 146-158 
PD00078B 13.14 l.OOOe-08 245-257 


1193 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 2.500e-12 186-201 
PF00023B 14.20 5.154e-ll 465-474 
PF00023B 14.20 5.154e-ll 763-772 
PF00023A 16.03 6.571e-ll 153-168 
PF00023A 16.03 1.750e-10 54-69 
PF00023B 14.20 8.000e-10 866-875 
PF00023B 14,20 1.409e-09 348-357 

PF00023A 16.03 3.250e-09 219-234 
PF00023B 14.20 3.455e-09 498-507 
PF00023B 14.20 3.864e-09 799-808 
PF00023A 16.03 4,536e-09 252-267 
PF00023B 14.20 5.500e-09 248-257 

"DUAAAOI A U (\1 A A&At* AO ^Ofi £1 "X 

PF00023B 14.20 7.955e-09 432-441 
PF00023A 16.03 8.071e-09 631-646 

■DT7AAAT2A 1 C f\1 QATIa AO 7C') 

PF00023A 16,03 l.OOOe-08 701-716 


1 104 


PR00834 


HTRA/DEGO PROTEASE FAMILY 
SIGNATURE 


PR00834C 15.43 6.226e-20 253-277 
PR00834D 12.14 4.316e-17 291-308 
PR00834B 10.09 7.188e-14 212-232 
PR00834E 13.63 1.000e-12 313-330 
PR00834A 9.80 5.737e-12 191-203 
PR00834F 10.91 1.730e-09 374-386 


1195 


PR00555 


ADENOSINE A3 RECEPTOR SIGNATURE 


PR00555E 11.12 5.629e-20 105-122 
PR00555F 11.18 6.114e-20 152-169 
PR00555D 10.11 4.717e-18 60-76 


1195 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.560e-15 119-145 
PR00237F 13.57 3.520e-13 83-107 
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PR00237E 13.03 4.960e-12 33-56 


1195 


PR00424 


ADENOSINE RECEPTOR SIGNATURE 


PR00424D 14.32 9.400e-23 21-40 

PP00474P 1 S 77 71 1p-14 74-87 

PR00424F 8.50 9.156e-12 119-129 


1 1 05 


"dt nnoiT 


G-protein coupled receptors proteins. 


"RT /M777P 17 10 7 8£4p 1 5 7R-1 04 

BL00237D 11.23 1.346e-ll 129-145 


ily/ 




G-protein coupled receptors proteins. 


PiT 00777 A 77 fSl 7 ASSt* 14 Q5-174 


1197 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 

OTY1XT A TT TP T3 


PR00237C 15.69 1.257e-10 109-131 
PP00777P 11 07 o inn** in 704-777 


1197 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 9.581e-18 64-85 
PR00245C 7.84 4.780e-13 243-258 
PR00245E 12.40 6.741e-09 296-310 

PP00745T* in 8 1£7p> 00 1R7-1Q6 


1197 


PR00534 


MELANOCORTIN RECEPTOR FAMILY 

QTfTNJ A TT TP P 


PR00534A 11.49 9.229e-09 56-68 


1198 


PR00505 


D12 CLASS N6 ADENINE-SPECIFIC DNA 

MPTTTVT TP ATMQPPP A QP ^Tf^XTATTTPP 


PR00505A 14.15 4.857e-13 30-46 

PP00505FI 1 1 40 1 671P.-17 


1199 


PR00179 


LIPOCALIN SIGNATURE 


PR00179B 9.56 2.071e-09 111-123 

PP00170P 10 07 0 4^p 00 17R-157 


1200 


PF00152 


tRNA synthetases class II. 


PF00152D 21.30 8.364e-28 431-469 
PF00152C 28.03 9.250e-21 220-256 
PF00152B 15.67 2.658e- 13159-183 
PF00152A 19.68 5.714e-ll 44-66 


1202 


BL00504 


Fumarate reductase / succinate dehydrogenase 
FAD-binding site proteins. 


BL00504D 10.43 5.390e-17 31-48 


1203 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family siga 


BL00720B 16.57 5.065e-17 309-332 


1204 


PF00013 


KH domain proteins family of RNA binding 
proteins. 


PF00013 5.78 4.150e-09 112-123 


1206 


DM00893 


YRUVATE DEHYDROGENASE 
(LIPOAMIDE) BETA CHAIN. 


DM00893A 19.01 1.000e-40 47-93 
DM00893E 29.52 1.000e-40 234-287 
DM00893C 20.28 2.452e-40 143-184 
DM00893B 27.53 3.483e-31 105-142 
DM00893D 23.36 1.545e-26 197-230 
DM00893F 21.02 6.897e-21 292-316 


1207 


PR00312 


CALSEQUESTRIN SIGNATURE 


PR00312E 8.32 3.423e-36 163-192 
PR003121 15.78 5.286e-35 326-354 
PR00312F 15.06 5.865e-35 193-222 
PR00312H 13.31 8.313e-35 257-284 
PR00312J 13.73 5.688e-34 357-385 

PP00717TI O 41 7 fSXfa 77 1 97 1 51 

PR00312C 15.14 8.839e-33 86-115 
PR00312B 15.08 8.941e-33 56-85 
PR00312G 11.11 6.657e-32 224-251 
PR00312A 11.70 6.914e-27 29-52 


1207 


BL00863 


Calsequestrin proteins. 


BL00863G 12.17 1.000e-40 192-233 
BL00863H 14.03 1.000e-40 240-276 
BL00863J 10.84 1.000e-40 304-341 
BL00863A 15.14 7.387e-40 28-64 
BL00863B 12.89 4.300e-32 65-92 
BL00863F 11.27 3.172e-31 161-187 



WO 2004/080148 



PCT/US2003/030720 



348 

TABLE 3 A 



ED 


entry ID 




JtxcSUll 








BL00863E 8.49 1.462e-28 135-160 
BL00863C 13.93 7.387e-24 93-114 
BL00863D 11.58 5.629e-19 115-132 


1209 


BL00781 


Phosphoenorpyravate carboxylase proteins 1. 


BL00781C 12.88 7.031e-09 233-287 


1209 


PR00985 


LEUCYL-TRNA SYNTHETASE 
SIGNATURE 


PR00985A 12.10 7.716e-09 515-532 


1ZUSJ 




■DT3TA 1 A T\T> T7XTT7D PTP DtniDTAD 

SIGNATURE 


DT> (M\^6HX2 1 AQ Q 7£Qa AG OQO SAA 


1210 


BL00290 


Immunoglobulins and major 
mstocompatiDility complex proteins. 


BL00290A 20.89 l.8l8e-ll 158-180 


1213 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 2.l25e-26 227-274 
BL00232B 32.79 8.52le-l5 440-487 
BL00232B 32.79 L346e-l3 U8-165 
BL00232B 32.79 5.500e-l3 335-382 
BL00232C 10.65 7.923e-10 333-350 
BL00232C 10.65 9.308e-10 438-455 
BL00232C 10.65 9.827e-10 225-242 


1213 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 3.945e-10 438-455 

TJT> nnOACD 1 1 1ft lOA— AA inn OCA 

PR0U205B 11.39 2.220e-U9 333-350 
PR00205B 11.39 9.542e-09 548-565 


1214 


PR00626 


CALRETICULIN SIGNATURE 


PR00626D 8.30 8.071e-30 242-264 
PR00626E 11.30 7.632e-24 280-299 
PR00626B 14.12 2.200e-20 126-142 
PR00626E 11.30 3.676e-19 266-285 
PR00626A 14.35 1.500e-18 100.118 
PR00626C 9.70 9.100e-18 215-228 
PR00626C 9.70 7.882e-14 232-245 
PR00626D 8.30 8.017e-13 256-278 
PR00626D 8.30 6,520e-09 208-230 


1214 


BL00803 


Calreticulin family proteins. 


BL00803G 14.33 1.000e-40 258-302 
BL00803F 10.95 2.000e-37 225-255 
BL00803E 16.55 2.588e-31 166-196 
BL00803C 11.13 6.063e-26 91-113 

r>T AAOAIt? 1A QC *7 O/CC** OO OAQ OIO 

BL00o03r lU.yD /.2ooe-22 ZUe-23o 
BL008O3G 14.33 1.127e-19 244-288 

T>T AAQAOD 1 H AO 0*71 Ae> 19 Q1 

BL00803D 16.08 1.000e-15 128-138 

"DT f\r\Q(YXn 1 A 11 1 0£Oa 1 <» 070 "11/; 

tit aacaq a 14 ri 9 

BL00803F 10.95 2.179e-ll 191-221 

BL00803F 10.95 9.516e-09 242-272 


1215 


PF00711 


Beta defensins. 


PF00711 15.76 7.915e-ll 45-77 


1215 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE E2 
PRECURSOR PEPLOMER. 


PD00866L 3.73 7.709e-10 59-68 


1215 


1 PR00858 


CRUSTACEAN METALLOTfflONEIN 
SIGNATURE 


PR00858B 5.93 1.479e-09 40-58 


1215 


BL00317 


WAP-type 'four-disulfide core' domain 
proteins. 


BL00317B 14.58 2.216e-09 48-69 


1215 


BL00264 


Neurohypophysial hormones proteins. 


BL00264 8.98 5.642e-09 79-105 


1215 


DM01724 


kw ALLERGEN POLLEN CM1 HOL-LI. 


DM01724 8.14 7.968e-12 16-35 
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DM01724 8.14 1.409e-ll 20-39 
DM01724 8.14 1.507e-104-23 
DM01724 8.14 6.684e-09 12-31 


1215 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL002431 31.77 2.000e-l 1 42-84 
BL002431 31 77 1 265e-10 54-96 
BL002431 31.77 1.254e-09 45-87 
BL002431 31.77 8.225e-09 58-100 


1215 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 2.862e-12 32-77 
BL00203 13.94 3.690e-12 39-84 
BL00203 13.94 4.758e-ll 35-80 
BL00203 13.94 3.663e-09 42-87 
BL00203 13.94 5.592e-09 50-95 
BL00203 13.94 6.235e-09 36-81 
BL00203 13.94 6.786e-09 40-85 
BL00203 13.94 9.357e-09 60-105 


1218 


PR00946 


MERCURY SCAVENGER PROTEIN 
SIGNATURE 


PR00946A 5.58 6.516e-10 6-24 \ 


1220 


DM01071 


OPACITY PROTEIN. 


DM01071A 1.92 8.990e-09 5-20 


1221 


BL00884 


Osteopontin proteins. 


BL00884C 22 45 1 000e-40 1 19-160 
BL00884B 12.47 4.673e-33 24-67 
BL00884A 11.35 8.615e-32 1-30 
BL00884D 8.79 4.857e-19 248-264 


1221 


PR00216 


OSTEOPONTIN SIGNATURE 


PR00216A 10 94 5 000e-35 2-31 
PR00216C 9.63 1.391e-32 41-66 
PR00216G 12.39 9.550e-31 231-256 
PR00216F 11.79 3.700e-23 152-170 
PR00216E 8.44 3.250e-19 120-134 
PR00216D 2.74 1.200e-18 88-102 
PR00216D 2.74 2.209e-12 82-96 


1222 


BL00284 


Serpins proteins. 


BL00284C 28.56 6.538e-29 225-266 
BL00284A 15.64 3.739e-18 107-130 
BL00284D 16.34 3.793e-17 332-358 
BL00284E 19.15 2.909e-15 419-443 


1223 


PD02327 


GLYCOPROTEIN ANTIGEN PRECURSOR 
IMMUNOGLO. 


PD02327B 19.84 8.941e-23 143-164 
PD02327A 8 89 1 000e-13 115-126 
PD02327C 15.47 5.500e-13 209-223 


1225 


PR00418 


DNA TOPOISOMERASE II SIGNATURE 


PR00418F 12.01 3.813e-20 470-486 
PR00418G 14.68 7.000e-19 488-505 
PR00418C 10.02 8.200e-18 100-114 
PR004181 16.64 4.682e-17 550-566 
PR00418A 12.34 3.739e-16 20-35 
PR00418B 12.52 6.571e-15 57-70 
PR00418E 15.56 7.300e-15 397-411 
PR00418D 14.93 7.000e-14 252-265 
PR00418H 13.54 2.385e-12 508-520 


1225 


BL00177 


DNA topoisomerase II proteins. 


BL00177H 21.42 3.647e-39 471-506 
BL00177G 24.83 4.706e-36 417-455 
BL00177B 19.24 1.000e-35 79-114 
BL001771 21.82 2.200e-21 732-757 
BL00177F 12.98 2.500e-18 395-412 
BL00177D 14.66 9.591e-15 252-265 
BL00177E 12.43 7.000e-13 310-321 
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BL00177C 13.16 5.950e-12 155-166 


1225 


BL01190 


Ribosomal nrotein L36e tjroteins 


BL01190B 16 17 6 929e-10 1140-1194 


1225 


PF00521 


DNA gyrase/topoisomerase IV, subunit A. 


PF00521D 9.77 9.591e-09 788-811 


1226 


BL00455 


Putative AMP-binding domain proteins. 


BL00455 13.31 6.684e-13 248-263 


1226 


PR00154 


AMP-BINDING SIGNATURE 


PR00154A 8.88 7.375e-10 241-252 


1228 


ppooon7 




ppooootr \a i£7A08a 11 i i 

r SSsj\j\j\) l d 1*1.10 /.OVoe-lo 110-Ijj 

ppoooo7ti omq ^^4^.1 1 101.903 
PR00007A 19.33 2.552e-10 89-115 
PR00007C 15.60 3.656e-10 163-184 


1228 


BL01113 


Clq domain proteins. 


BL01113B 18.26 1.563e-20 95-130 
BL01113D 7.47 9.308e-12 195-204 
BL01113C 13.18 4.750e-10 163-182 


1230 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 1.000e-ll 378-390 
PD00078B 13.14 4.500e-ll 495-507 
PD00078B 13.14 8.200e-10 897-909 
PD00078B 13.14 4.522e-09 528-540 


1X10 




nYVTnrTM ptjprptai? qjiytm a tt td ej 

UA I 1 IJI^UN isJlX^Etr 1 \Ji\. olVJlN A 1 UJvtS 


rKUUOODli j.OU D.Dy\)Q-\)y /jO-/Oy 


1230 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 1.890e-13 186-240 
PF00791B 28.49 3.368e-12 469-523 
PF00791B 28.49 2.273e-U 219-273 
PF00791B 28.49 2.922e-10 352-406 
PF00791B 28.49 3.534e-10 904-958 
PF00791C 20.98 5.361e-10 366-404 
PF00791B 28.49 8.427e-10 12-66 
PF00791B 28.49 8.951e-10 734-788 
PF00791B 28.49 2.156e-09 153-207 
PF00791B 28.49 7.028e-09 563-617 


1230 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 1.600e-13 219-234 
PF00023A 16.03 2.500e-12 252-267 

'DT7AAA'72'D 1 A OA £ 1 f/j a 11 Af\Q C/Y7 

rr\)[)[)Z3i} 14.ZU D.l34e-ll Hyo-DU/ 

PF00023A 16.03 7.750e-10 631-646 
PF00023B 14.20 8.000e-10 900-909 

"DT7AAA01 A 1 £ Al 1 30 1o AO 1 B£ OA1 

rrUUUZoA IO.Uj i.jzie-uy loO-ZUl 
PF00023B 14.20 1.409e-09 381-390 
PF00023A 16.03 2.607e-09 698-713 
PT?nnn9^p iAoci a ii'Xt* no a^-aia 

PF00023A 16.03 4.536e-09 1007-1022 
PF00023B 14.20 5.500e-09 281-290 
pfooooit* \a ?o i ^as* no saci 

PF00093A 16 01 1 000p-0R R00_R1^ 


1231 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e-10 27-58 


1232 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e~10 27-58 


1233 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e- 10 27-58 


1237 


BL00240 


Receptor tyrosine kinase class m proteins. 


BL00240B 24.70 9.809e-09 132-155 


1247 


BL01248 


Laminin-type EGF-like (LE) domain proteins. 


BL01248 11.02 1.340e-09 289-301 
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1247 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 6.610e-09 237-257 


1247 


BL00812 


Glycosyl hydrolases family 8 proteins. 


BL00812B 13.49 6.667e-09 917-931 


1247 


PR00011 


TYPE m EGF-LIKE SIGNATURE 


PROOOllB 13.08 9.386e-17 767-785 
PROOOllB 13.08 8.875e-16 289-307 
PROOOllD 14.03 5.800e-15 550-568 
PROOOllD 14.03 8.000e-15 767-785 
PROOOllD 14.03 3.388e-14 289-307 
PROOOllB 13.08 7.833e-14 160-178 
PROOOllB 13.08 9.000e-14 550-568 
PROOOllA 14.06 9.345e-14 289-307 
PROOOllB 13.08 5.119e-13 203-221 
PROOOllB 13.08 5.576e-13 421-439 
PROOOllD 14.03 6.943e-13 421-439 
PROOOllB 13.08 7.102e-13 638-656 
PROOOllA 14.06 9.237e-13 203-221 
PROOOllB 13.08 9.542e-13 378-396 
PROOOllD 14.03 9.830e-13 638-656 
PROOOllD 14.03 3.211e-12 378-396 
PROOOllB 13.08 4.339e-12 810-828 
PROOOllA 14.06 6.516e-12 378-396 
PROOOllD 14.03 6.842e-12 810-828 
PROOOllD 14.03 7.158e-12 160-178 
PROOOllA 14.06 8.548e-12 421-439 
PROOOllA 14.06 1.554e-ll 550-568 
PROOOllD 14.03 2.770e-ll 593-611 
PROOOllD 14.03 3.213e-ll 507-525 
PROOOllD 14.03 3.361e-ll 203-221 
PROOOllB 13.08 4.877*11 246-264 
PROOOllB 13.08 6.400e-ll 332-350 
PROOOllB 13.08 6.815e-ll 593-611 
PROOOllD 14.03 7.049e-ll 332-350 
PROOOllB 13.08 8.062e-ll 724-742 
PROOOllB 13.08 2.174e-10 507-525 
PROOOllD 14.03 2.523e-10 464-482 
PROOOllA 14.06 3.348e-10 767-785 
PROOOllD 14.03 4.462e-10 724-742 
PROOOllA 14.06 5.304e-10 810-828 
PROOOllA 14.06 8.304e-10 638-656 
PROOOllD 14.03 8.892e-10 246-264 

Tvn AAA4 4 T"* 4 A 4 nil AA S e\ 4 S f\ f\ 

PROOOllD 14.03 1.913e-09 681-699 
PROOOllB 13.08 2.356e-09 464-482 

DPAAA.1 1 A 1 A fi£ 0 70<o (\Q 1 £A 1TQ 

jrKuuui ia 14.U0 z. /zoe-uy lOU-1 to 
PROOOllA 14.06 2.849e-09 246-264 
PROOOllB 13.08 5.685e-09 681-699 
PROOOllA 14.06 5.808e-09 681-699 
PROOOllA 14.06 6.055e-09 724-742 
PROOOllA 14.06 6.425e-09 464-482 
PROOOllA 14.06 6.671e-09 507-525 


1247 


DM00758 


AGRIN. 


DM00758 13.12 7.485e-09 197-212 
DM00758 13.12 8.412e-09 240-255 


1247 


PR00173 


GLUTAMATE-ASPARTATE 
SYMPORTER SIGNATURE 


PR00173F 10.44 8.820e-09 859-878 
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1247 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 3.250e-10 210-216 
BL00022A 7.48 9.000e-09 283-289 


1247 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 4.671e-09 284-309 
BL00243H 17.53 7.750e-09 327-352 
BL00243H 17.53 8.816e-09 198-223 
BL00243H 17.53 9.053e-09 241-266 


1254 


BL00247 


HBGF/FGF family proteins. 


BL00247B 31.59 3.077e-35 82-128 
BL00247C 21.54 8.333e-22 137-164 


1254 


PR00262 


IL1/HBGF FAMILY SIGNATURE 


PR00262A 28.26 8.588e-ll 77-104 


1254 


PR00263 


HEPARIN BINDING GROWTH FACTOR 
FAMILY SIGNATURE 


PR00263D 12.89 5.078e-ll 106-125 
PR00263C 9.90 7.188e-10 90-102 


1260 


PR00345 


STATHMIN FAMILY SIGNATURE 


PR00345B 7.12 1.371e-ll 207-235 


1260 


BL00563 


Stathmin family proteins. 


BL00563B 6.08 6.021e-ll 213-239 


1260 


PF00780 


Domain found in NIK 1 -like kinases, mouse 
citron and yeast ROM. 


PF00780A 10.77 7.857e-10 68-76 


1260 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 1.235e-09 161-209 


1260 


PR00194 


TROPOMYOSIN SIGNATURE 


PR00194C 6.38 9.703e-09 120-148 


1261 


BL00284 


Serpins proteins. 


BL00284C 28.56 7.000e-17 212-253 
BL00284D 16.34 1.692e-13 324-350 
BL00284A 15.64 1.200e-ll 49-72 


1262 


BL00873 


So&um:alanine symporter family proteins. 


BL00873B 20.93 9.029e-10 2-53 


1263 


BL01020 


SARI family proteins. 


BL01020C 15.35 3.506e-20 83-133 
BL01020A 11.87 3.821e-19 7-37 
BL01020B 11.70 5.393e-15 41-75 


1263 


PR00328 


GTP-BINDING SARI PROTEIN 
SIGNATURE 


PR00328B 9.04 2.1 12e-12 55-79 
PR00328A 10.62 4.857e-12 27-50 


1265 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 2.800e-14 493-504 
PR00258C 9.05 1.257e-12 62-72 
PR00258C 9.05 7.171e-12 508-518 
PR00258D 14.41 8.500e-12 539-553 
PR00258D 14.41 8.875e-12 93-107 
PR00258A 11.46 3.418e-10 229-245 
PR00258D 14.41 5.034e- 10 294-308 
PR00258E 13.33 2.500e-09 215-227 
PR00258A 11.463.000e-09 133-149 
PR00258C 9.05 7.000e-09 163-173 


1265 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 1.000e-40 478-532 
BL00420B 22.67 7.689e-25 233-287 
BL00420B 22.67 6.625e-18 32-86 
BL00420B 22.67 8.863e-15 133-187 
BL00420B 22.67 5.585e-12 361-415 
BL00420C 11.90 8.625e-09 216-226 
BL00420C 11.90 9.000e-09 563-573 


1266 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 2.800e-14 493-504 
PR00258C9.05 1.257e-12 62-72 
PR00258C9.05 7.171e-12 508-518 
PR00258D 14.41 8.500e-12 539-553 
PR00258D 14.41 8.875e-12 93-107 
PR00258A 11.46 3.418e-10 229-245 
PR00258D 14.41 5.034e-10 294-308 
PR00258E 13.33 2.500e-09 215-227 
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PR00258A 11.46 3.000e-09 133-149 
PR00258C 9.05 7.000e-09 163-173 


1266 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 1.000e-40 478-532 
BL00420B 22.67 7.689e-25 233-287 
BL00420B 22.67 6.625e-18 32-86 
BL00420B 22.67 8.863e-15 133-187 
BL00420B 22.67 5.585e-12 3ol-4i:> 
BL00420C 11.90 8.625e-Uy Zlo-Zzo 
BL00420C 11.90 9.000e-09 563-573 


1272 


PR00170 


SODIUM CHANNEL SIGNATURE 


PR00170E 6.48 8.533e-uy 34-03 


1273 


BL00107 


Protein kinases ATP-binding region proteins. | 


BL00107A 18.39 5.500e-21 214-244 


1273 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.294e-12 214-z3z 


1273 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 2.y3je-l>y 14^-ivo 


1273 


BL00240 


Receptor tyrosine kinase class in proteins. 


t^t rvrvo A f\T! 1 1 cc 1 AAAa AQ OAA 11*7 

BL00240E 11.50 l.UUUe-Uo zuu-zj/ 


1275 


BL00427 


Disintegrins proteins. 


BL00427 13.5J3 /.jV/e-zo 40U-ji** 


1275 


PR00138 


MATRDQN SIGNATURE 


PR00138D 16.56 5.101e-ll 359-384 


1275 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 359-369 


1275 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 2.500e-14 474-493 
PR00289B 11.79 4.226e-10 503-515 


1275 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 8.909e-10 354-372 


1275 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907E 11.70 3.647e-09 672-694 


1275 


BL00546 


Matrixins cysteine switch. , 


BL00546C 16.41 4.255e-09 353-384 


1275 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 5.596e-09 353-384 


1277 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 1.600e-13 345-360 
PF00023B 14.20 6.318e-09 302-311 
PF00023A 16.03 6.464e-09 306-321 


1278 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 1.857e-09 412-422 


1278 


PR00756 


MEMBRANE ALANYL DIPEPiUJASE 
(Ml) FAMILY SIGNATURE 


PR00756A 12.90 5.091e-17 245-260 
PR00756D 10.58 8.258e- 17 412-427 
PR00756B 14.06 7.333e-14 297-312 
PR00756E 11.91 3.769e-09 431-443 


1279 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688K 17.19 8.640e-ll 78-116 
DM01688G 16.45 5.680e-09 76-107 


1288 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.043e-10 164-177 
PR00019B 11.36 7.120e-09 136-149 


1288 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 7.319e-09 319-342 


1290 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 3.400e-12 86-99 
PR00019B 11.36 9.357e-12 83-96 
Ppnn.fi.1QA 11 19 4 333e-09 111-124 


1295 


BL01113 


Clq domain proteins. 


BL01113C 13.18 9.617e-13 159-178 
BL01113D 7.47 2.174e-ll 191-200 
BL01113B 18.26 7.658e-ll 91-126 
BL01113A 17.99 3.106e-10 22-48 


1295 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 9.769e-14 112-131 
PR00007C 15.60 5.688e-13 159-180 
PR00007D 9.64 1.419e-09 189-199 
PR00007A 19.33 4.429e-09 86-112 


1295 


PR00513 


5-HYDROXYTRYPTAMINE IB 


PR00513D 1 1.06 8.085e-09 50-67 
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RECEPTOR SIGNATURE 




1296 


PR00665 


OXYTOCIN RECEPTOR SIGNATURE 


PR00665D 9.93 9.012e-ll 108-124 


1296 


BL00896 


LacY family proton/sugar symporters 
proteins. 


BL00896A 14.92 2.552e-09 300-332 


1296 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMTLY 
SIGNATURE 


PR00237F 13.57 8. 667e- 12 269-293 
PR00237G 19.63 7.395e-10 314-340 
PR00237A 11.48 8.333e-10 34-58 
PR00237B 13.50 4.250e-09 68-89 


1296 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 4.414e-12 264-290 
BL00237D 11.23 9.727e-09 324-340 


1297 


BL00019 


Actinin-type actin-binding domain proteins. 


BL00019C 14.66 6.250e-28 285-320 
BL00019D 15.33 2.309e-15 348-377 
BL00019B 13.34 2.976e-13 240-262 
BL00019A 12.56 2.286e-12 215-225 | 


1297 


PF00435 


Spectrin repeat proteins. 


PF00435A 32.05 2.000e-14 991-1019 
PF00435B 13.41 9.609e-ll 1496-1511 
PF00435C 20.73 3.571e-09 2006-2025 ! 


1297 


DM00588 


8 kw CH02 ALPHA ANTIGEN 
PARAMYOSIN. 


DM00588B 9.45 6.870e-09 1259-1268 


1297 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 9.296e-09 2110-2158 


1297 


BL0Q226 


Intermediate filaments proteins. 


BL00226B 23.86 5.605e-09 1734-1781 
BL00226B 23.86 9.895e-09 2042-2089 


1298 


BL00019 


Actinin-type actin-binding domain proteins. 


BL00019C 14.66 6.250e-28 297-332 
BL00019D 15.33 2.309e-15 360-389 
BL00019B 13.34 2.976e-13 240-262 
BL00019A 12.56 2.286e-12 215-225 


1298 


PF00435 


Spectrin repeat proteins. 


PF00435A 32.05 2.000e-14 1003-1031 
PF00435B 13.41 9.609e-ll 1508-1523 
PF00435C 20.73 3.571e-09 2018-2037 


1298 


DM00588 


8 kw CH02 ALPHA ANTIGEN 
PARAMYOSIN. 


DM00588B 9.45 6.870e-09 1271-1280 


1298 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 9.296e-09 2122-2170 


1298 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 5.605e-09 1746-1793 
BL00226B 23.86 9.895e-09 2054-2101 


1304 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700C 13.17 8.535e-09 125-142 


1305 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700C 13.17 8.535e-09 240-257 


1306 


PD02929 


ADHESION GLYCOPROTEIN 
PRECURSOR I. 


PD02929A 28.27 4.433e-10 207-260 | 


1306 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.211e-10 428-446 


1306 


BL00740 


MAM domain proteins. 


BL00740B 19.76 4.682e-10 578-598 
BL00740A 13.87 5.588e-09 430-442 


1308 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 724-766 
BL00072D 30.08 7.136e-10 635-685 


1309 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 706-748 
BL00072D 30.08 7.136e-10 617-667 


1311 


PR00215 


NEUROMODULIN SIGNATURE 


PR00215C 13.98 6.779e-10 743-763 


1311 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412B 10.60 1.681e-09 735-771 


1311 


PF00992 


Troponin. 


PF00992A 16.67 9.746e-10 609-643 
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PF00992A 16.67 5.145e-09 613-647 
PF00992A 16.67 7.395e-09 615-649 
PF00992A 16.67 1.000e-08 608-642 


1314 


PF00632 


HECT-domain (ubiquitin-transf erase) . 


PF00632C 20.66 1.000e-29 2270-2301 
PF00632B 18.45 2.800e-21 2215-2242 


1314 


PF00624 


Flocculin repeat proteins. 


PF00624J 6.21 7.000e-09 1424-1478 


1314 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 9.022e-10 350-400 
BL00412D 16.54 1.551e-09 342-392 
BL00412D 16.54 7.429e-09 349-399 
BL00412D 16.54 8.531e-09 328-378 


1314 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 6.635e-09 1410-1448 
DM00191D 13.94 9.374e-09 1404-1442 


1317 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 5.263e-10 107-116 


1321 


PRG0019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 4.000e-ll 335-348 
PR00019B 11.36 1.450e-10 193-206 
PR00019B 11.36 3.250e-10 167-180 
PR00019A 11.19 4.130e-10 338-351 
PR00019A 11.19 4.522e-10 480-493 
PR00019B 11.36 7.300e-10 309-322 
PR00019B 11.36 1.720e-09 569-582 
PR00019B 1 1.36 3.880e-09 477-490 
PR00019A 11.19 5.667e-09 170-183 


1321 


DM01551 


kw OSTEOINDUCTIVE YOPM 
MEMBRANE OUTER. 


DM0155 1C 14.62 6.280e-09 568-587 
DM01551C 14.62 8.320e-09 355-374 


1322 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 9.250e-09 317-334 


1324 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 1.740e-ll 36-63 


1328 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 4.696e-38 15-69 
BL00420B 22.67 6.949e-36 189-243 
BL00420B 22.67 1.300e-35 301-355 
BL00420B 22.67 4.358e-30 639-693 
BL00420B 22.67 1.863e-26 406-460 
BL00420C 11.90 1.360e-13 100-110 
BL00420C 11.90 6.797e-ll 274-284 
BL00420C 11.90 8.322e-ll 492-502 
BL00420C 11.90 1.545e- 10 386-396 


1328 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 7.188e-15 654-665 
PR00258B 9.63 8.875e-15 30-41 
PR00258B 9.63 8.875e-15 204-215 
PR00258B 9.63 6.400e-14 316-327 
PR00258B 9.63 3.543e-13 421-432 
PR00258E 13.33 7.811e-13 99-111 
PR00258D 14.41 7.500e-ll 468-482 
PR00258E 13.33 9.625e-ll 273-285 
PR00258D 14.41 2.552e-10 700-714 
PR00258E 13.33 3. OOOe- 10 491-503 
PR00258A 11.46 8.791e-10 635-651 
PR00258C 9.05 1.000e-09 45-55 
PR00258A 11.46 2.375e-09 185-201 
PR00258A 11.46 6.500e-09 11-27 
PR00258A 11.46 6.500e-09 297-313 
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PR00258E 13.33 7.450e-09 385-397 
PR00258C 9.05 8.500e-09 436-446 
PR00258A 11.46 9.625e-09 402-418 


1329 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.500e-15 21-60 
PD01270B 22.18 6.288e-13 72-108 
PD01270C 19.54 7.608e-09 114-142 


1333 


BL00246 


Wnt-1 family proteins. 


BL00246D 23.97 1.000e-40 202-254 1 
BL00246E 20.32 8.636e-35 319-364 
BL00246B 13.69 6.806e-29 101-135 
BL00246C 15.56 9.036e-22 167-191 
BL00246A 15.75 6.870e-21 68-87 _ 


1335 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 7.300e-19 26-47 


1337 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476C 13.87 1.000e-40 80-132 
BL00476E 12.10 1.000e-40 231-283 
BL00476D 11.28 2.125e-30 171-221 
BL00476B 18.34 4.494e-16 36-79 
BL00476F 12.75 6.333e-16 285-329 


1337 


PR00075 


FATTY ACID DESATURASE FAMILY 1 
SIGNATURE 


PR00075D 11.41 3.538e-33 131-160 
PR00075C 10.31 3.813e-20 94-114 
PR00075G 8.85 2.047e-19 268-282 
PR00075E 12.60 7.585e-16 192-210 
PR00075F 16.07 6.952e-15 225-246 
PR00075A 16.97 4.429e-14 47-67 
PR00075B 12.16 7.047e-ll 71-93 


1339 


PD00301 


PROTEIN REPEAT MUSCLE CALCIUM- 
BL 


PD00301A 10.24 6.400e-09 55-65 


1339 


BL00422 


Gran ins proteins. 


BL00422C 16.18 6.647e-09 44-71 
BL00422C 16.18 8.235e-09 45-72 


1339 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 5.836e-ll 48-81 
BL00319C 17.12 5.974e-09 47-80 
BL00319C 17.12 8.342e-09 44-77 
BL00319C 17.12 9.053e-09 45-78 


1340 


BL0G406 


Actins proteins. 


BL00406C 6.75 4.286e-20 137-191 
BL00406B 5.47 8.130e-14 78-132 
BL00406D 12.58 3.734e-13 267-321 
BL00406A 9.95 1.290e-12 5-39 


1340 


PR00190 


ACTIN SIGNATURE 


PR00190F 7.80 4.803e-12 135-154 
PR00190C 11.49 1.878e-09 57-79 


1341 


BL00048 


Protamine PI proteins. 


BL00048 6.39 3.588e-09 4-30 


1343 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL007901 20.01 9.520e-ll 555-585 


1343 


PR00014 


FBRONECTIN TYPE EE REPEAT 
SIGNATURE 


PR00014C 15.44 2.565e-09 544-562 


1344 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 5.776e-12 759-777 
PR00020C 13.66 6.932e-10 832-843 


1344 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


1344 


BL00740 


MAM domain proteins. 


BL00740A 13.87 8.313e-12 761-773 
BL00740B 19.76 8.500e-09 901-921 


1344 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 
SURFACE ALPHA PRE. 


PD02080B 20.69 9.621e-09 538-576 


1344 


BL00240 


Receptor tyrosine kinase class m proteins. 


BL00240B 24.70 9.809e-09 155-178 
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1345 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 6.577e-10 127-149 


1345 


BL00222 


Insulin-like growth factor binding proteins. 


BL00222B 11.09 6.940e-10 74-89 


1345 


BL00621 


Tissue factor proteins. 


BL00621A 8.69 6.473e-09 5-22 


1346 


PR00326 


GTP1/OBG GTP-BEMDING PROTEIN 
FAMILY SIGNATURE 


PR00326A 8.75 1.386e-09 85-105 


1346 


PF00922 


Vesiculovirus phosphoproteirL 


PF00922A 19.17 1.724e-09 437-470 


1346 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 1.931e-09 83-104 


1346 


PR00905 


HYPOTHETICAL MYCOPLASMA 
LIPOPROTEIN (MG045) SIGNATURE 


PR00905H 6.88 5.886e-09 343-363 


1348 


PR00406 


CYTOCHROME B5 REDUCTASE 
SIGNATURE 


PR00406F 3.97 3.520e-10 158-166 


1348 


PR00014 


FIBRONECTTN TYPE m REPEAT 
SIGNATURE 


PR00014B 14.77 2.500e-09 848-858 


1348 


PD02870 


RECEPTOR INTERLEUKIN-1 
PRECURSOR. 


PD02870B 18.83 3.202e-09 480-512 


1348 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.261e-09 205-214 


1348 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 8.277e-09 263-286 


1348 


PD02520 


RECEPTOR PRECURSOR 
TRANSMEMBRANE. 


PD02520C 10.48 9.203e-09 881-897 


1349 


PR00698 


C.ELEGANS SRG FAMILY INTEGRAL 
MEMBRANE PROTEIN SIGNATURE 


PR00698E 14.43 8.714e-09 97-122 


1350 


BL00284 


Serpins proteins. 


BL00284C 28.56 5.714e-32 203-244 
BL00284D 16.34 9.640e-19 311-337 
BL00284A 15.64 1.783e-18 72-95 
BL00284B 17.99 3.045e-16 176-196 
BL00284E 19.15 6.250e-14 378-402 


1355 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1355 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 2.957e-09 128-140 


1355 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 9.587e-09 69-123 


1356 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 4.000e-10 339-369 


1356 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 4.234e-09 403-425 
PR00109B 12.27 1.000e-08 339-357 


1358 


PR00237 


RHODOPSIN-LKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 3.793e-13 41-67 


1358 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 3.348e-12 51-67 


1359 


BL00178 


Aminoacyl-transferRNA synthetases class-I 
proteins. 


BL00178B 7.11 3.700e-12 344-354 


1360 


PF00969 


Class II histocompatibility antigen, beta 
domain proteins. 


PF00969A 22.07 5.846e-29 12-54 
PF00969B 9.97 6.211e-25 56-91 
PF00969C 27.72 7.324e-16 95-144 


1361 


BL00520 


Interleukin-10 family proteins. 


BL00520A 6.21 6.471e-09 1-13 


1362 


BL00520 


Interleukin-10 family proteins. 


BL00520A 6.21 6.471e-09 1-13 


1365 


BL00253 


Interleukin-1 proteins. 


BL00253D 25.67 3.464e-ll 95-134 


1365 


PR00264 


INTERLEUKIN-1 SIGNATURE 


PR00264C 17.77 3.294e-17 95-123 
PR00264B 20.98 6.250e-09 56-82 


1366 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 791-817 



WO 2004/080148 



PCT/US2003/030720 



358 

TABLE 3 A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 


1366 


BL00477 


Alpha-2-macroglobulin family thiolester 

fPcnAn ■nrr >f"Pi ti c 

icgiuu pruicuid. 


BL00477J 19.04 7.207e-29 1221-1251 
BL00477F 17.34 8.500e-25 786-815 
BL00477G 19.43 8.826e-23 963-994 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 8.800e-22 1417-1449 
BL00477K 17.42 4.529e-14 1362-1385 
BL00477E 17.53 6.538e-13 756-776 
BL00477B 9.05 6.625e-13 209-221 
BL004771 18.76 2.650e-12 1065-1091 
BL00477D 12.73 4.073e-12 730-739 
BL00477H 9.07 5.395e-12 1034-1045 
BL00477C 15.70 1.161e-10 236-252 


1366 


BL00115 


Eukaryotic RNA polymerase II heptapeptide 
repeat proteins. 


BL00115V 21.32 5.745e-09 1402-1451 


1366 


BL00713 


Sodium:dicarboxyiate symporter family 
proteins. 


BL00713F 16.13 8.989e-09 917-958 


1368 


BL00983 


Ly-6 / u-PAR domain proteins. 


BL00983C 12.69 8.714e-16 90-105 
BL00983B 8.19 2.161e-10 23-32 


1368 


BL00272 


Snake toxins proteins. 


BL00272C 8.27 9.791e-09 94-105 



* Results include in order: accession number subtype; raw score; p-value; position of signature in amino 
acid sequence 
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685 


IPB001400 


Somatotropin hormone family 


IPB001400A 14.85 1.90e~13 35-58 


686 


IPB001400 


Somatotropin hormone family 


EPB001400B 23.62 9.25e-24 79-115 
IPB001400A 14.85 4.33e-14 35-58 


686 


PR00836 


Somatotropin hormone family 
signature I 


PR00836A 15.53 1.96e-ll 79-92 
PRG0836B 17 50 9 31e-l 1 101-1 19 
IPB001400C 13.76 6.28e-10 135-151 


688 


mnnAi A r\A 

IPB001400 


oomatOuOpm nonnone loiiuiy 


IPB001400B 23.62 1.90e-28 79-115 
IPB001400A 14.85 4.91e-16 35-58 


688 


PRQ0o3o 


OOmatOlTOpiIl llUXiiiUllv xaimiy 

signature jul 


PR00836B 17.50 1.43e-15 101-119 
PR00836A 15.53 2.35e-13 79-92 
IPB001400C 13.76 4.72e-10 135-151 


689 


IPB000215 


Serpins 


IPB000215E 15.36 5.76e-17 373-397 
IPB000215A 13.01 3.42e-15 77-100 
IPB000215D 15.35 8.05e-ll 294-320 
IPB000215B 9.87 6.04e-10 162-174 
IPB000215C 13.90 7.97e-10 189-203 


690 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 191-209 


690 


lrBU0zU4o 


nr-nana iamuy 


IPB002048 7.91 3.84e-09 43-55 


691 


TDDAAATlyl 

IrBOOO / J4 


Lipase 


IPB000734 10.25 8.50e-09 435-449 


693 


PR00573 


T«vfa*1 ai ilrtTi CT5 Tctfe*n$rw ci on d1"l7TP TT1 


PR00573C 9.83 2.15e-09 38-46 ! 


693 


PR00427 


Interleukin-8 receptor signature I 


PR00427A 15.48 4.46e-09 34-48 


694 


TTVT> A A A A A T 

IPB000407 


r*T\k 1 /fTT^O fom-Ilw r\t* nnr»l Pr\ ClHp 

vjjJAl/L/JLij7 iamuy 01 nucieu&iuo 
phosphatase 


IPB000407C 15.11 4.09e-19 217-239 
IPB000407D 11.44 4.27e-15 248-261 
IPB000407A 11.93 1.62e-ll 101-112 
IPB000407B 8.75 2.70e-ll 175-186 
IPB000407G 17.95 2.80e-U 460-474 
IPB000407F 16.53 8.54e-U) 430-444 


695 


rKUUzi / 


lvnOQOpSin-llK.e urv^lv bupciiaiuii y 
eirmafurp VT 

Slguaiurc VI 


PR00237F 14.34 3.20e-09 239-263 


695 


rKUlUOO 


DOV4. rMirnn Ar*PAt AT Qicmaflirft TT 

r* I *♦ purinuvcpiui oigiiaiuie xj. 


PR01066B 4.51 6.03e-09 111-126 


690 




p.+imp Ipntin domain 


IPB001304A 17.98 3.00e-17 168-192 


696 


PR01408 


Macrophage scavenger receptor 
signature v i 


PR01408F 9.76 4.87e-09 83-107 


698 




rtriA 1 /rn^O familv of nucleoside 

\JUr\. 1/ KsiJjy Lai llli. j \JL nuvi&voiviv 

phosphatase 


IPB000407C 15.11 3.30e-16 165-187 
IPB000407D 11.44 9.59e-15 196-209 
IPB000407B 8.75 9.68e-12 123-134 
IPB000407A 11.93 4.50e-10 48-59 
IPB000407F 16.53 7.57e-10 377-391 


1C\(\ 
f\)\) 


iTDvwutJJ 


77 Zinc fineer 


IPB000433 14.10 4.60e-ll 184-200 


700 


PR00608 


Class II cytochrome C signature I 


PR00608A 12.75 8.07e-10 118-141 


/uu 




Mpuraviti / MAP IB reoeat 


IPB000102A 10.50 5.59e-09 116-144 


700 


IPB002989 


Mycobacterial pentapeptide repeats 


IPB002989B 10.80 5.76e-09 110-135 


700 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 7.14e-09 133-154 


700 


PR00456 


Ribosomal protein P2 signature V 


PR00456B 3.08 8.64e-09 123-137 


700 


IPB00U19 


S-layer protein (SLH domain) 


IPB001119B 14.79 9.28e-09 115-127 
PR00456E 3.08 9.69e-09 122-136 


700 


IPB001005 


Myb DNA binding domain 


IPB001005A 11.39 9.71e-09 231-251 


701 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 1.00e-09 280-294 


701 


PR01217 


Proline rich extensin signature VIE 


PR01217H 5.61 1.67e-09 309-321 


702 


IPB000345 


Cytochrome c family heme-binding 
site 


IPB000345 9.03 7.19e-09 107-119 


703 


IPB001251 


Cellular retinaldehyde-binding 
protein (CRAL)/Triple function 
domain (TRIO) 


IPB001251A 7.40 5.05e-12 38-49 
IPB001251B 14.78 7.14e-12 195-209 
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< 


'03 1 I 


>R00180 < 
J 


:ellular retinaldehyde-binding l 
MQtein signature I ! 


'R00180A 11.19 6.24e-ll 37-59 H 
'R00180D 13.13 1.92e-09 202-221 




704 1 


PB002610 1 


Rhomboid family \ 


PB002610C 5.81 3.81e-10 284-294 | 
CPB002610B 5.33 6.81e-09 225-235 




705 1 


PR01256 


Otxl transcription factor signature II 


PR01256B 5.92 5.97e-ll 221-233 
PR01256B 5.92 7.51e-ll 218-230 
PR01256B 5.92 2.35e-10 219-231 
PR01256B 5.92 2.11e-09 220-232 
PR01256B 5.92 2.31e-09 222-234 
PR01256B 5.92 2.62e-09 217-229 




705 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic domain 


IPB001541B 11.65 3.14e-09 223-232 1 
IPB001541B 11.65 3.14e-09 224-233 
IPB001541B 11.65 3.14e-09 225-234 
IPB001541B 11.65 6.57e-09 222-231 | 
PR00910A 2.74 9.04e-09 756-768 1 




705 
706 

707 


PR00910 
IPB001124 

1PB002495 


Luteovirus ORF6 protein signature I 
Lipid-binding serum glycoprotein 

Glycosyltransferase family 8 


IPB001124D 21.85 2.50e-12 251-287 
TPTC001124C 25 71 5.08e-ll 184-227 J 
IPB002495B 11.16 4.77e-09 273-283 




708 
710 


IPB001781 
IPB001442 


LIM domain 

C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001781 11.42 8.77e-ll 31-41 | 
IPB001442F 15.05 1.00e-40 1624-1667 I 
IPB001442C 14.98 4.82e-40 1537-1571 
IPB001442A 26.12 4.09e-39 1298-1350 
IPB001442A 26.12 5.40e-35 114-166 
rDttnniA49n IS 14 1 00e-34 1572-1603 
IPB001442A 26.12 7.11e-29 799-851 
IPB001442A 26.12 1.47e-28 781-833 | 
IPB001442A 26.12 3.48e-28 790-842 j 
IPB001442A 26.12 4.57e-28 814-866 | 


710 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 1.93e-27 1339-1392 j 
IPB000885B 19.15 2.24e-27 783-836 
TDnnni44?A 96 19 1 53e-27 683-735 
IPB001442A 26. 12 3.59e-27 796-848 
IPB000885B 19.15 4.26e-27 780-833 j 
IPB001442A 26. 12 4.81e-27 925-977 
IPB001442A26.12 5. 


710 


1PB001073 


Complement Clq protein 


IPB001073A 22.14 9.18e-19 1413-1447 1 
IPB000885A 1 1.46 9.29e-19 744-781 
TPnnnnsssR 10 1S 9 40e-19 1348-1401 
IPB000885B 19.15 9.40e-19 1412-1465 
IPB001442A 26.12 9.42e-19 538-590 j 
IPB001442A 26,12 9.42e-19 1304-1356 
IPB000885B 19 


710 


IPB000817 


Prion protein 


IPB000817A 8.34 7.23e-10 777-819 
IPB000885A 11.46 7.26e-10 1064-1101 
nranniAATR 19 1R 7 lfip-10 735-755 1 
IPB001442B 12.38 7.30e-10 938-958 j 
IPB001442B 12.38 7.30e-10 962-982 j 
IPB001442A 26.12 7.36e-10 582-634 
IPB001073A 22.14 7.4 


710 


IPB001285 


Synaptophysin/synaptoporin 


IPB001285F 6.39 4.08e-09 1379-1423 1 
IPB000885B 19.15 4.11e-09 462-515 
IPB000885B 19.15 4.11e-09 1087-1140 
IPB001442B 12.38 4.28e-09 103-123 
IPB000885A 11.46 4.31e-09 612-649 | 
IPB000885B 19.15 4.35e-09 1213-1266 
IPB001442B 12.38 


710 


IPB003778 


DUF183 


IPB003778B 27.11 7.31e-09 302-344 
IPB001442B 12.38 7.32e-09 794-814 
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] 

] 

] 


JB001442A 26.12 7.34e-09 629-681 
[PB000885B 19.15 7.38e-09 598-651 
DPB001442A 26.12 7.42e-09 444496 
LPB001073A 22.14 7.47e-09 975-1009 
rpRnnnsssR 10 15 7 5 

LT DuvvOOJD 17. 1 J 1 .J 


710 


IPB003531 


Short hematopoietin receptor family 
1 


LPB003531C 15.87 9.76e-09 518-535 
IPB000817A 8.34 9.81e-09 309-351 
IPB000885B 19.15 9.84e-09 1451-1504 
IPB001442B 12.38 9.88e-09 302-322 
IPB000817A 8.34 9.91e-09 1026-1068 
IPB000885B 19.15 1.00e-08 658-711 


711 


PR00261 


Low density lipoprotein (LDL) 
receptor signature 11 


T>i>n/v>£ii* 1^ 19 A 11p-99 1 101-1122 
PR00261C 18.72 2.87e-21 1015-1036 
PR00261B 15.12 4.46e-21 1015-1036 
PR00261E 18.62 5.74e-21 1144-1165 
PR00261B 15.12 1.32e-20 3523-3544 


711 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 2.03e-20 2057-2095 
PR00261B 15.12 2.61e-20 892-913 

DDnno<i A k 40 0 77iOfl IOS^-1074 
rKUUZOlA 1D.*t2/ Z. / J6*au ivjj lvit 

PR00261D 16.87 6.40e-20 892-913 
PR00261B 15.12 6.46e-20 1053-1074 
PR00261F 15.46 7.92e-20 892-913 
PR00261D 16.87 8.56e-20 3 


711 


IPB002172 


Low density lipoprotein (LDL)- 
receptor class A (LDLRA) domain 


IPB002172 7.37 1.00e-16 2818-2830 
PR00261F 15.46 2.10e-16 1185-1206 
PR00261D 16.87 2.15e-16 3721-3742 
PR00261A 15.49 2.38e-16 2729-2750 
PR00261D 16.87 2.38e-16 933-954 
PR00261E 18.62 2.97e-16 2729-2750 
PR00261F 15.46 3.41e-16 


711 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 6.14e-16 206-221 
PR00261C 18.72 7.57e-16 2729-2750 
PR00261A 15.49 7.92e-16 3562-3583 
PR00261F 15.46 8.02e-16 2729-2750 
PR00261C 18.72 8.30e-16 3600-3621 
IPB000033A 21.82 8.33e-16 2731-2753 
PR00261B 15.12 8.53e-16 933-954 
PR00261F 15.46 8.68e-16 3562-3583 
PR00261C 18.72 9.27e-16 80-101 
PR00261F 15.46 9.56e-16 3404-3425 
PR00261E 18.62 9.72e-16 3562-3583 

PRQUZOlC \o.l2. y, /oe-10 LyDQ-£7J7 

PR00261E 18.62 1.53e-15 3404-3425 
PR00261E 18.62 1.53e-15 3484-3505 
PR00261D 16.87 1.63e-15 3641-3662 
PR00261C 18.72 1.68e-15 3484-3505 
PR00261E 18.62 1.79e-15 3809-3830 
PR00261D 16.87 1.84e-15 3364-3385 
PR00261A 15.49 2.29e-15 2767-2788 
IPB002172 7.37 2.64e-15 89-101 
PR00261F 15.46 2.80e-15 2687-2708 
PR00261E 18.62 3.12e-15 3523-3544 
PR00261C 18.72 3.25e-15 3641-3662 


711 


PR00764 


Complement C9 signature II 


PR00764B 12.47 3.36e-15 1048-1068 
IPB002172 7.37 3.45e-15 1110-1122 
PR00261B 15.12 3.74e-15 3600-3621 
PR00261B 15.12 4.33e-15 2893-2914 
PR00261C 18.72 4.60e-15 2687-2708 
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IPB000033C 11.58 4.81e-15 3128-3142 
IPB000033D30.18 5. 


711 


IPB001774 


Delta serrate ligand 

* 


IPB001774D 19.23 9.89e-14 4240-4286 
tdpoo7179 717 i nnp-i i 9Q09-9Q14 

PR00261E 18.62 1.00e-13 2558-2579 
PR00261D 16.87 1.53e-13 1185-1206 
PR00261C 18.72 1.96e-13 125-146 
PR00261F 15.46 2.19e-13 2558-2579 
IPB000033C 11.58 2.29e-13 1376-1390 
PR00261B 15.12 2.53e-13 2558-2579 

rP"R009177 7 17 9 1067-1074 

IPB002172 7.37 2.59e-13 2947-2959 
IPB002172 7.37 3.12e-13 2861-2873 
PR00764B 12.47 3.38e-13 3636-3656 
IPB002172 7.37 3.65e-13 3650-3662 


711 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 4.00e-13 206-217 
PR00261A 15.49 4.60e-13 1185-1206 
tdboooi 59 8 86 5 OQ*»-1 3 101 Q-1034 
PR00261B 15.12 5.25e-13 3444-3465 
PR00261E 18.62 5.61e-13 125-146 
IPB002172 7.37 5.76e-13 2776-2788 
IPB002172 7.37 6.29e-13 


711 


PR00010 


Type II EGF-like signature IE 


PR00010C 6.98 8.13e-ll 211-221 
IPB002172 7.37 8.43e-ll 3532-3544 
IPB000033A21.82 8.71e-ll 1187-1209 
IPB000033C 11.58 9.00e~ll 1774-1788 
IPB000152 8.86 9.04e-ll 2979-2994 
PR00261C 18.72 9.18e-ll 2558-2579 
IPB000033C 11.58 5.86e-10 2081-2095 


711 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 6.04e- 10 4218-4234 
IPB000033C 11.58 6.40e-10 411-425 
IPB002172 7.37 6.54e-10 942-954 
IPB000033C 11.58 6.58e-10 1466-1480 
IPB000033A 21.82 7.26e-10 2560-2582 
PR00261C 18.72 7.67e-10 2893-2914 j 

DDnAHlAP A 08 8 S<(p.1ft 1074-1014 
rK.UUUlUL' 0.7S o.jje-lV/ juz,*r-jtfji > 

PR00764B 12.47 8.62e-10 120-140 
PP00764.R 1 9 47 8 71*»-1 0 1804-2824 
PR00764B 12.47 8.85e-10 3439-3459 
IPB002172 7.37 9.31e-10 3493-3505 
IPB000033C 11.58 9.46e-10 3084-3098 
IPB002172 7.37 1.00e-09 2647-2659 
PR00764B 12,47 1.22e-09 3479-3499 
TDonnnmiP 1 1 58 1 48^-00 716-750 

PR00764B 12.47 l,65e-09 2594-2614 

nmOfiOOIIR 7 05 9 49p-00 1094-1014 

PR00764B 12.47 2.63e-09 75-95 


711 


IPB000970 


"Developmental signaling protein, 
Wnt-1 family" 


IPB000970F 23.43 4.19e-09 4241-4289 
IPB000033C 11.58 4.21e-09 2404-2418 


711 


PR00873 


Echinoidea (sea urchin) 
metallothionein signature IV 


PR00873D 8.25 4.88e-09 4326-4344 
PR00764B 12.47 5. 23e-09 2933-2953 
IPB000033D 30.18 5.37e-09 4044-4082 
PR00764B 12.47 5.66e-09 2553-2573 
PR00764B 12.47 5.99e-09 3518-3538 
IPB001881B 12.28 6.87e-09 2979-2990 


711 


IPB00U69 


"Integrin beta, C-terminus" 


IPB001169K 27.45 6.96e-09 2547-2589 
IPB000033C 11.58 7.91e-09 1647-1661 


711 


IPB002557 


Chitin binding domain 


. IPB002557B 12.64 7.92e-09 1236-1249 
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LPB0QQO33C 11.58 8.07e-09 324-338 
IPB000033C 11.58 8.07e-09 367-381 
IPB000033C 11.58 8.23e-09 1329-1343 
IPB001774C 18.25 8.26e-09 4301-4343 
PR00010C 6.98 8.46e-09 3900-3910 


711 


IPB003886 


Extracellular domain in mdogen 


IPB003886D 13.91 8.62e-09 2UO-ZZ3 
PR00764B 12.47 8.70e-09 1096-1116 
IPB000033B 7.05 8.82e-09 2984-2994 
IPB003886E 12.94 8.88e-09 4100-41 10 
PR00764B 12.47 9.46e-09 2847-2867 


711 


IPB000118 


Granulin 


IPB000118C 7.41 9.65e-09 3822-3863 
PR00907B 11.50 9.66e-09 162-178 


712 


PR00261 


Low density lipoprotein (LDL) 
receptor signature II 


PR00261B 15.12 7.43e-18 80-101 
PR00261D 16.87 7.25e-17 80-101 
PR00261E 18.62 3.53e-16 80-101 
PR00261F 15.46 5.39e-16 80-101 

nnftA^n a 1 c /in a ao« 1 a on mi 
rROOzolA 15.4y O.Uoe-10 8U-1U1 


712 


IPB002172 


Low density lipoprotein (LDL)- 
receptor class A (LDLRA) domain 


IPB002172 7.37 2.64e-15 89-101 

T»T» AAI^I p 1 O T"» ^5 /IT— 1 C OA 1 A1 

PR00261C 18.72 3.47e-15 80-101 
PR00261A 15.49 7.64e-15 125-146 

DT>nni£1 1? 1 C Afi Q GHa 15 1 05 1 4/\ 

rKUUZOlr 1j.4o o.oUe-lD 1ZD-140 
PR00261D 16.87 1.98e-14 125-146 


712 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033A 21.82 3.53e-14 82-104 
PR00261C 18.72 1.96e-13 125-146 
PR00261E 18.62 5.61e-13 125-146 
IPB002172 7.37 6.40e-12 134-146 

DDAAO£1 Q 1 5 10 Q 1*7o 1 0 105 1 AA 


712 


PR00764 


Complement C9 signature II 


PR00764B 12.47 8.62e-10 120-140 


712 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 9.66e-09 162-178 
PR00764B 12.47 1.00e-08 75-95 


713 


IPB003164 


Alpha adaptin carboxyl-terminal 
domain 


IPB003164M 10.25 8.22e-09 164-195 


714 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.86e-16 741-767 
PR00205F 19.57 2.13e-15 301-327 
PR00205B 20.09 7.30e-15 996-1025 
PR00205B 20.09 9.70e-15 250-279 
PR00205B 20.09 1.84e- 14 475-504 
PR00205D 12.22 4.12e-14 332-351 


714 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 238-255 
PR00205B 20.09 4.94e-14 1210-1239 
PR00205B 20.09 7.19e-14 1315-1344 
PR00205D 12.22 9.31e-14 1294-1313 
IPB002126B 12.04 3.57e-13 463-480 
PR00205F 19.57 4.90e-13 1368-1394 1 
IPB002126B 12.04 5.29 


715 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.86e-16 741-767 
PR00205F 19.57 2.13e-15 301-327 
PR00205B 20.09 7.30e-15 996-1025 
PR00205B 20.09 9.70e-15 250-279 
PR00205B 20.09 1.84e- 14 475-504 
PR00205D 12.22 4.12e-14 332-351 


715 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 238-255 
PR00205B 20.09 4.94e-14 1210-1239 
PR00205B 20.09 7.19e-14 1315-1344 
PR00205D 12.22 9.31e-14 1294-1313 
IPB002126B 12.04 3.57e-13 463-480 
PR00205F 19.57 4.90e-13 1368-1394 
IPB002126B 12.04 5.29 
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716 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPBG024691 10.99 4.86e- 16 719-737 
IPB002469H 21.17 6.14e-16 674-709 
IPB002469J 8.97 3.52e-12 801-817 


716 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 706-737 
IPB002469G 26.76 9.24e-ll 629-667 


111 


IPB000822 


"Zinc finger, C2H2type" 


IPB000822 14.67 1.00e-21 156-181 
IPB000822 14.67 4.75e-19 324-349 
IPB000822 14.67 4.46e-18 212-237 
IPB000822 14.67 3.57e-17 184-209 
IPB000822 14.67 7.43e-17 240-265 
IPB000822 14.67 l.OOe- 16 296-321 
IPB000822 14.67 2.69e-15 62-87 ! 
IPB000822 14.67 4.38e-15 352-377 


717 


PRO0O48 


C2H2-type zinc finger signature I 


PR00048A 9.94 8.20e-15 181-194 


111 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 9.07e-15 172-211 
PR00048A 9.94 3.77e-14 321-334 
PR00048A 9.94 8.62e-14 349-362 
PR00048A 9.94 3.57e~13 153-166 
IPB001275 19.17 9.71e-13 144-183 
IPB000822 14.67 1.95e-12 268-293 
PR00048A 9.94 2.06e-12 237-250 
PR00048A 9.94 4.18e-12 209-222 
IPB000822 14.67 9.53e-12 34-59 
PR00048A 9.94 6.21e-ll 265-278 
IPB001275 19.17 8.71e-ll 200-239 
PR00048A 9.94 1.41e-10 293-306 
IPB001275 19.17 4.16e-10 312-351 
PR00048B 5.52 5.50e-10 197-206 
PR00048A 9.94 7.55e-10 59-72 
PR00048B 5.52 9.36e-10 337-346 
PR00048B 5.52 l.OOe-09 169-178 
PR00048B 5.52 3.50e-09 225-234 
IPB001275 19.17 3. 626-09' 256-295 
PR00048B 5.524.50e-09 365-374 
IPB001275 19.17 5.22e-09 228-267 
IPB001275 19.17 8.75e-09 284-323 


718 


IPB000221 


Protamine PI 


IPB000221 5.48 2.97e-12 74-100 
IPB000221 5.48 9.30e-12 63-89 
IPB000221 5.48 2.19e-ll 103-129 
IPB000221 5.48 2.59e-ll 64-90 
IPB000221 5.48 3.91e-ll 78-104 


718 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.88e-ll 98-132 
IPB000221 5.48 6.16e-ll 92-118 
IPB000221 5.48 6.43e-ll 99-125 
IPB000221 5.48 7.62e-ll 60-86 
IPB000492B 5.26 9.35e-ll 79-113 
IPB000492B 5.26 9.356-11 102-136 
IPB000221 5.48 2.73e-10 118-144 
IPB000221 5.48 4.70e-10 62-88 
IPB000221 5.48 4.70e-10 94-120 
IPB000492B 5.26 6.97e-10 103-137 
IPB000492B 5.26 8.12e-10 106-140 
IPB000492B 5.26 8.53e-10 105-139 
IPB000221 5.48 8.89e-10 101-127 
IPB000492B 5.26 9.06e-10 78-112 
IPB000492B 5.26 9.69e-10 100-134 
IPB000221 5.48 l.OOe-09 83-109 
IPB000221 5.48 1.46e-09 65-91 
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EPB000221 5.48 3.31e-09 109-135 

TPP0flfl991 5 48 3 ^1i»_nO 199-148 

IPB000492B 5.26 3.84e-09 75-109 
IPB000221 5.48 5.15e-09 107-133 
IPB000221 5.48 5.27e-09 52-78 


718 


PR00055 


t ill j rw% 1 rr^ t ^ * _ * .a I IT 

HTv TAT domain signature HI 


ppnnn^p Q 19 ^ 09p no ifi-^9 
IPB000221 5.48 6.19e-09 116-142 
IPB000492B 5.26 6.38e-09 94-128 
IPB000492B 5.26 6.67e-09 107-141 

TPP.nnft991 5 48 f\ RRfvOQ Q7-19^ 
TPR000991 S 48 6 88e4)9 111-137 
IPB00Q492B 5 26 7 75e-09 77-111 
IPB000492B 5.26 8.34e-09 65-99 


"71 O 

71o 


TDT>f\f\(Yy*7 1 

IrUUUUZ / i 


ixioosomai proiein tot 


TPR000271 15 87 9 78e-09 111-148 
IPB000221 5.48 9.88e-09 124-150 
IPB000492B 5.269.90e-09 111-145 
PB000221 5.48 1.00e-08 76-102 


99A 
/ZU 


LTJ3UUU13Z 


hydroxylation site 


IPB000152 8 86 6 54e-17 2348-2363 
IPB000152 8.86 4.18e-15 2191-2206 
IPB000152 8.86 3.84e-14 2232-2247 
IPB000152 8.86 3.86e-13 2108-2123 


720 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 4.78e-13 2232-2251 


720 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.50e-13 2191-2202 


720 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.29e-13 1028-1065 


720 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 9.47e-13 2353-2363 
IPB003006B 20.23 1.00e-12 1119-1156 


720 


IPB000033 


"Low-density lipoprotein 06*1) 
receptor, YWTD repeat" 


IPB000033B 7.05 3.70e-12 2196-2206 
IPB001881B 12.28 5.20e-12 2348-2359 


720 


IPB002861 


Reeler domain 


IPB002861B 10.50 6.52e-12 1435-1463 
TDnnnos^m in sn? 19p-19 lfiflfi-lfil4 


720 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 7.20e-12 1441-1458 
PR00010C 6.98 1.75e-ll 2196-2206 
IPB000152 8.86 1.96e-ll 2023-2038 

TDtanm CQ 1 n 19 98 A 7Qp 1 1 99^9-994^ 

IPB003006B 20.23 4.91e-ll 386-423 
IPB003006B 20.23 5.30e-ll 1208-1245 

rPRn098^1R 1ft SO 7 ORp-1 1 154Q-1577 

IPB003006B 20.23 8.43e-ll 199-236 
TPROM881P, 19 98 8 58p-11 9066-2077 
IPB001881B 12.28 9.53e-ll 2023-2034 
IPB003006B 20.23 9.61e-ll 756-793 


720 


IPB000981 


Neurohypophysial hormone 


IPB000981A 17.34 1.60e-l0 1594-1621 
IPB003006B 20.23 2.08e-10 847-884 
IPB003886D 13.91 2.33e-10 2191-2210 
IPB000033B 7.05 4.48e-10 2353-2363 


720 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 5.83e-10 2116-2136 
PR01303D 10.57 5.90e-10 1612-1629 
IPB000033B 7.05 7.10e-10 2113-2123 


720 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862A 12.54 8.02e-10 1714-1729 


720 


PR00907 


Thrombomodulin signature VII 


PR00907G 10.43 8.09e-10 2348-2374 
IPB003006B 20.23 8.56e-10 104-141 
IPB001881B 12.28 8.71e-10 2108-2119 
PR00907G 10.43 8.85e-l0 2232-2258 
IPB003006B 20.23 8.92e-10 938-975 
IPB003886D 13.91 9.41e-10 2348-2367 
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PR00907B 11.50 9.64e-10 2228-2244 
IPB003006B 20.23 1.35e-09 479-516 
PR01303D 10.57 2.00e-09 1726-1743 


720 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature III 


PR01472C 14.40 3.41e-09 994-1009 
IPB0G3886D 13 91 3.49e-09 2108-2127 


720 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.57e-09 2357-2365 
PR00010C 6.98 3.63e-09 2113-2123 ! 
IPB003006B 20.23 3.77e-09 1299-1336 
IPB000033A 21.82 4.35e-09 2053-2075 
IPB002861B 10.50 4.48e-09 1663-1691 
IPB003006B 20.23 4.81e-09 10-47 
TPR003367A 11 78 5 13e-09 2318-2338 
IPB003006B 20.23 5.50e-09 572-609 


720 1 


PR01474 


Vascular cell adhesion molecule-1 
(VCAM-1) signature VI 


PR01474F 14.81 5.76e-09 1221-1234 
IPB003006B 20.23 5.85e-09 293-330 ■ 


720 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 5.85e-09 393-416 
PR01536C 19 92 6 08e-09 1126-1149 
PR01536C 19.92 7.46e-09 763-786 
PR01536C 19.92 7.58e-09 1215-1238 
PR00010C 6.98 8.02e-09 2237-2247 
IPB001862A 12.54 8.55e-09 1486-1501 
IPB002861B 10.50 8.98e-09 1720-1748 
IPB002861C 23.17 9.02e-09 1650-1704 


720 


LPB000967 


Z.inc nnger iNr-Ai type 


IPB000967E 21.88 9.20e-09 1443-1483 


720 


IPB000118 


Granulin 


IPB000118B 7.94 9.20e-09 2011-2049 
PR00907G 10.43 9.27e-09 2108-2134 
PR00907B 1 1.50 9.43e-09 2344-2360 
IPB002861B 10.50 9.59e-09 1492-1520 


721 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.05e-14 71-95 
IPB000135D 2.13 5.27e-13 72-96 
IPB000135D 2.13 9.46e-12 73-97 
IPB000135D 2.13 4.78e-U 70-94 


721 


| IPB003874 


CDC45-like protein 


TPRnftt874C 5 49 8 27e-ll 74-85 


721 


1PB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 8.60e-ll 454-473 
IPB000135D 2.13 3.05e-10 74-98 


721 


IPB001580 


Calreticulin family 


IPB001580F 2.93 8.3 le-10 78-87 
TPRnnm 1 1 3 9 02e-10 69-93 
IPB000135D2.13 1.00e-09 65-89 
TPRf)01 SROF 2 03 1 45e-09 76-85 
IPB000135D 2.13 5.09e-09 66-90 
IPB001580F 2.93 6.85e-09 74-83 
IPB000135D 2.13 7.00e-09 75-99 
IPB000135D 2.13 8.00e-09 68-92 
IPB000135D 2.13 9.36e-09 63-87 


722 


IPB001140 


ABC transporter transmembrane 
region 


IPB001140A 21.73 8.36e-20 1311-1357 
IPB001140A 21.73 9.29e-18 499-545 
IPB001140B 15.62 4.79e-15 615-653 
IPB001140B 15.62 1.16e-10 1427-1465 


722 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 6.66e-10 513-533 


722 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 7.88e-10 1324-1339 


722 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 1.54e-09 512-531 
IPB000795A 10.67 2.85e-09 512-527 
PR00326A 8.70 4.49e-09 1325-1345 
IPB000897A9.15 5.57e-09 1324-1343 


722 


1 IPB001324 


Phosphoribulokinase family 


IPB001324A 18.12 8.00e-09 1321-1342 
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■701 

722 I 


rK.UU.304 


rVnartco fan' crfoncp Tirfttprn cicmntiirc 1 
L/1S635C rcSlSUuiwc plULClll oigiioLiuw * 


PR00364A 8.29 8.00e-09 512-527 


722 


PR01014 


Neuropeptide Y2 receptor signature 
VI 


PR01014F 15.22 8.74e-09 647-663 


723 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.16e-09 242-267 
PR01217D 4.57 7.49e-09 495-516 


723 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 9.64e-09 308-325 


723 


IPB001101 


Plectin repeat 


TPROftl 101K 8 SI Q 92e-09 29-72 


724 J 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 158-198 
rPRnm SS2D 24 88 5 35e-19 67-109 
IPB001552C 25.04 7.75e-15 13-53 


725 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 526-549 


725 


IPB003886 


Extracellular domain in nidogen 




725 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site ' 


rpunnni^ SRfio 8Qp-14 109-124 


725 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 191-202 
TPRnnm <52 8 86 1 00e-13 236-251 
TPB000152 8 86 1 82e-13 191-206 
IPB001881B 12.28 4.75e-13 109-120 


725 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 71-113 
IPB000998B 17.20 l.OOe- 12 409-421 


725 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 407-425 
TPR0fl0Q98C 18 63 5 30e-ll 463-478 
IPB001881B 12.28 8.58e-ll 236-247 


725 


PR00907 


Thrombomodulin signature II 


PPnnQ07B 1 1 50 2 44e-10 143-159 


725 


IPB000561 


EGF-like domain 


TPROno^61 4 89 3 25e-10 80-88 


725 


IPB000033 


"Low-density lipoprotein 0dl) 
receptor, YWTD repeat" 


TPRn000^3B 7 05 5 35e-10 241-251 
IPB000033B 7.05 5.97e-09 196-206 


725 


IPB000167 


Denydrin 


TPRnn01fi7A 8 58 7 14e-09 323-350 


725 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 158-178 


726 


IPB001258 


NHL repeat 


TP"Rflft17S8R 78 61 4 30e-17 619-653 

irDuvl^JOD *t.Jvw 1/ \J i. y w«/«/ 

TPB001258B 28 61 7 00e-17 525-559 

H UUvlLJOU A.U.WX /.www i# ****** 

IPB001258B 28.61 1.27e- 16 431-465 
IPB001258B 28.61 5.91e-16 478-512 


72o 


DDA1 A(\& 


d-dox zinc nngcr sigudiure i 


PR01406A 20.90 8.36e-12 112-129 
IPB001258B 28.61 5.60e-U 572-606 


726 


TT>DAA1£/10 

lrliUUio4y 


d-dox i^-iernunai aomain 


IPB003649B 22.16 3.68e-10 115-134 


726 


IPB001869 


Thiol-activated cytolysins 


IPB001869C 15.61 6.06e-09 396-419 j 


727 


1PB000198 


RhoGAP domain 


IPB000198C 16.49 8.3 le- 16 923-940 
TPRn0fl108B 12 47 9 10e-15 833-850 


727 


1PB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 3.89e-ll 724-739 
IPB000198A 15.95 9.6 le- 10 781-797 


727 


IPB002551 


Coronavirus SI glycoprotein 


IPB002551J 18.56 3.60e-09 470-511 


727 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369C 24.81 4.27e-09 36-76 


727 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 7.24e-09 1025-1064 


TO ft 

729 


ItdUUzo /U 


Keproiysm iamny propepuue 


IPB002870B 24.73 6.23e-24 131-169 
IPB002870F 18.81 6.54e- 16 456-480 


729 


IPB001762 


Disintegrin 


IPB001762A 23.93 6.50e-15 359-399 
IPB002870E 11.90 8.67e-14 414-426 
IPB002870D 16.31 8.77e-13 383-398 


729 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 1.42e-ll 1173-1190 
PR01303D 10.57 1.40e-10 1488-1505 
IPB002870A 12.22 2.29e-10 81-97 
IPB002870C 11.01 2.80e-10 344-354 
PR01303D 10.57 3.91e-10 1098-1115 


729 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 7.19e-10 412-422 
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729 


IPB000118 


Granulin 


IPB000118G 12.18 4.31e-09 1471-1519 


729 


IPB002861 


Reeler domain 


IPB002861C 23.17 5.34e-09 969-1023 
PR01303D 10.57 6.50e-09 1229-1246 
IPB002861B 10.50 7.75e-09 1223-1251 


729 


PR00269 


Pleiotrophin/midkine family 
signature I 


PR00269A 12.42 9.33e-09 1162-1186 


730 


PR01478 


Leukotriene B4 type 2 receptor 
signature V 


PR01478E 5.85 7.56e-10 149-177 


735 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 7.35e-14 302-327 


in 

ID 1 


Lrx>UUZUU4 


roiy-acenyiaie Dinning protein, 
unique domain" 


TPTlftft9ftft4r 11 84 R 14e-10 189-231 


741 


PR01276 


Type II keratin signature II 


PR01276B 9.79 9.27e-10 147-159 


742 


PR00205 


Cadherin signature II 


PR00205B 20.09 5.95e-20 252-281 
PR00205D 12.22 3.25e-16 654-673 
PR00205B 20.09 7.60e-15 142-171 i 
PR00205F 19.57 1.00e-14 520-546 
PR00205G 13.05 1.37e-13 657-674 
PR00205F 19.57 3.10e-13 623-649 
PR00205D 12.22 5.80e-13 231-250 
PR00205D 12.22 5.80e-13 551-570 
PR00205B 20.09 6.40e-13 469-498 


742 


IPB002126 


Cadherin domain 


IPB002126B 12.04 8.71e-13 560-577 
PR00205F 19.57 1.26e-l 2 308-334 
PR00205G 13.05 1.30e-12 340-357 
PR00205G 13.05 4.90e-12 554-571 
PR00205D 12.22 5.37e-12 337-356 
PR00205D 12.22 8.20e-12 448-467 
PR00205G 13.05 8.50e- 12 234-251 
PR00205G 13.05 6.84e-ll 451-468 
IPB002126B 12.04 7.43e-ll 240-257 

DDHAOfKI? 1Q <*7 *7 6.1a 1 1 AM-AA'X 

rKUUzUDr ly.j / /.Ooe-l 1 41 /-4*k> 
PR00205A 17.38 8.56e-l 1 301-320 

TPRfifi919fiR 19 04 % (W-lft 4^7-474 

IPB002126B 12.04 9.42e-10 130-147 
IPB002126A 14.68 3. 67e-09 312-328 
PR00205A 17.38 4.71e-09 513-532 
PR00205E 10.82 5.50e-09 570-583 
IPB002126A 14.68 6.33e-09 204-220 
PR00205C 13.59 6.62e-09 640-652 
PR00205B 20.09 7.06e-09 572-601 
PR00205D 12.22 8.27e-09 121-140 
PR00205G 13.05 9.82e-09 124-141 


744 


IPB001862 


Membrane attack complex 
component s/perforin/complement C9 


IPB001862C 26.48 8.94e-09 119-167 


745 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 6.00e-24 216-241 

irouuuozz l*r.D/ y.loe-Zl lOU-lOJ 

IPB000822 14.67 1.75e-20 328-353 
IPB000822 14.67 4.00e-20 518-543 
IPB000822 14.67 8.50e-20 244-269 
IPB000822 14.67 9.25e- 19 490-515 
IPB000822 14.67 7.92e-18 188-213 
IPB000822 14.67 9.31e-18 356-381 
IPB000822 14.67 9.36e-17 272-297 
IPB000822 14.67 3.40e-16 384-409 
IPB000822 14.67 8.80e-16 300-325 


745 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 381-394 
PR00048A 9.94 1.00e-14 269-282 
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PR00Q48A 9.94 1.00e-14 543-556 
PR00048A 9.94 3.08e-14 185-198 
PR00048A 9.94 4.46e-14 487-500 
IPB000822 14.67 6.06e-14 440-465 
IPB000822 14.67 2.50e-13 412-437 
PR00048A 9.94 3.57e-13 297-310 
PR00048A 9.94 6.79e-13 213-226 
PR00048A 9.94 7.43e-13 409-422 
IPB000822 14.67 8.00e-13 132-157 


745 


EPB001275 


DM DNA binding domain 


IPB001275 19.17 8.00e-13 148-187 
PR00048A 9.94 3.12e-12 241-254 
PR00048A 9.94 5.76e-12 515-528 

T>1> (\C\C\A CD 5 ^0 *7 fWlo_1 0 171 189 

IPB001275 19.17 7.58e-12 204-243 
PR00048A 9.94 8.41e-12 353-366 
IPB001275 19.17 3.96e-ll 506-545 
IPB000822 14.67 4.43e-ll 546-571 
IPB001275 19.17 5.76e-ll 176-215 
PR00048A 9.94 6.21e-ll 325-338 
PR00048B 5.52 7.00e-ll 341-350 
PR00048B 5.52 9.25e-ll 503-512 
PR00048B 5.52 1.00e-10 229-238 
TPP*ftni775 10 17 1 4Qp-10 144-383 
TPRO0197S 10 17 4 41e-l0 316-355 


745 


IPB001222 


TFIIS zinc ribbon domain 


IPB001222 24.63 5.16e-10 490-526 
TPRnni97S 10 17 5 SOe- 10 232-271 
PR00048A 9 94 7 14e-10 129-142 
PR00048A 9.94 7.14e-10 157-170 
PR00048A 9.94 1.38e-09 437-450 
IPB001275 19.17 1.46e-09 372-411 
IPB001275 19.17 3. 39e-09 288-327 
PR00048B 5.52 5.50e-09 531-540 
IPB001222 24.63 8.35e-09 160-196 
IPB001275 19.17 9.09e-09 260-299 


745 


IPB001142 


Yeast membrane protein DUP 


IPB001142B 22.92 9.60e-09 290-335 


745 


IPB002867 


Cysteme-ncn domain (corn^j 


TPRnn?Rfi7P 10 4fi 0 7fip-09 129-146 
PR00048B 5.52 l,00e-08 313-322 


746 


IPB001909 


KRAB box 


IPB001909 17.37 8.65e-30 37-71 


746 


1PB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 6.00e-24 291-316 
IPB000822 14.67 9.18e-21 235-260 
IPB000822 14.67 1.75e-20 403-428 
IPB000822 14.67 8.50e-20319-344 
IPB000822 14.67 7.92e-18 263-288 
IPB000822 14.67 9.31e-18 431-456 

TODrtrtfXQOO 1 A 6.1 O 1£» 1 7 147 177 

IPB000822 14.67 3.40e-16 459-484 
1PB000822 14.67 8.80e-16 375-400 


746 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 456-469 
PR00048A 9.94 1.00e-14 344-357 
PR00048A 9.94 3.08e-14 260-273 
IPB000822 14.67 6.06e-14 515-540 
IPB000822 14.67 2.50e-13 487-512 
PR00048A 9.94 3.57e-13 372-385 
PR00048A 9.94 6.79e-13 288-301 
PR00048A 9.94 7.43e-13 484-497 
IPB000822 14.67 8.00e-13 207-232 


746 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.00e-13 223-262 
PR00048A 9.94 3.12e-12 316-329 
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* 


PR00G48B 5.52 7.00e-12 248-257 
IPB001275 19.17 7.5 8e- 12 279-318 
PR00048A 9.94 8.41e-12 428-441 

TPR001975 1Q 17 5 76p-1 1 95 1-900 

PR00048A 9.94 6.21e-ll 400-413 
ppnno4RR 5 59 1 no<»_i i 41 6-495 
ppooo4sr 5 59 1 ooa- in 104-^n 

ri\\J\J\rrOLj J -J 4. l,UUV*lv Jv*t-JlJ 

IPB001275 19.17 1.49e-10 419-458 
IPB001275 19 17 441e-10 391-430 
IPB001275 19.17 5.50e-10 307-346 
PR00048A 9.94 7.14e-10 204-217 
PR00048A 9.94 7.14e-10 232-245 
PR00048A 9.94 1.38e-09 512-525 
IPB001275 19.17 1.46e-09 447-486 
IPB001275 19.17 3.39e-09 363-402 


746 


IPB001222 


THIS zinc ribbon domain 


IPB001222 24.63 8.35e-09 235-271 
IPB001275 19.17 9.09e-09 335-374 


746 


IPB001142 


Yeast membrane protein DUP 


IPB001 142B 22.92 9.60e-09 365-410 


746 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867C 19.46 9.76e-09 204-221 
PR00048B 5.52 1.00e-08 388-397 


747 


IPB000348 


emp24/gp25I7p24 family 


IPB000348B 26.69 5.33e-31 143-188 
IPB000348A 15.21 3.63e-12 78-96 


748 
/•to 


TPR000560 


MiotiHine acid nhosnhatase 


IPB000560 17.02 1.00e-16 31-53 


749 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 8.29e-19 558-575 
PR00405C 18.05 9.55e-19 579-600 
PR00405A 18.83 4.00e-18 539-558 | 


749 


IPB000906 


ZU5 domain 


IPB000906G 25.85 4.32e-12 827-875 
IPB000906D 23.89 7.43e-09 846-900 


751 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.00e-24 753-778 


IJl 




JSivAD DOX 


IPR001Q0Q 17 %1 9 86p-91 ^44-378 

IPB000822 14.67 3.57e-17 695-720 
IPB000822 14.67 3.25e-14 605-630 
TPR000822 14 67 9 44e-14 781-806 
TPB000822 14 67 2 50e-13 723-748 


751 


ppooo4r 


f""* 1 } W9— tvnp ■yin/* "fin trpr cionatiirp T 


PR 00048 A 9 94 1 ^7e-l 1 602-615 
PR00048A 9.944.32e-U 778-791 
PR00048A 9 94 5 26e-l 1 692-705 
IPB000822 14.67 6.14e-ll 633-658 
PR00048A 9.94 9.53e-ll 750-763 
PR00048B 5.52 1.00e-10 766-775 
PR00048A 9.94 3.86e-10 720-733 


751 


IPB001580 

LA JJUulJUU 


Palreticulin familv 


IPB001580F2.93 1.00e-09 514-523 
PR00048A 9.94 6.25e-09 630-643 
PR00048B 5.52 6.50e-09 708-717 


751 


PR01073 


Presenilin 1 signature III 


PR01073C 1.45 6.62e-09 509-520 


751 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.18e-09 769-808 


751 


DPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.45e-09 507-531 


753 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 8.1 le-14 261-275 


753 


PR00364 


Disease resistance protein signature 
IV 


PR00364D 14.89 4.60e-09 103-119 


753 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 8.91e-09 154-167 


754 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599A 10.97 9.69e-18 123-141 
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IPB001599N 24.85 2.24e-14 1437-1469 


754 


IPB001134 


"Netrin, C-tenninus" 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7,45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
IPB001599J 20.99 3.00e-ll 1085-1110 
EPB0015991 10.83 7.60e-ll 1054-1063 
EPB001599K8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 755-764 


755 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181E 27.75 4.44e-21 344-376 
IPB002181D 29.18 5.14e-19 298-338 
IPB002181F 18.85 2.13e-14 398-421 
IPB002181C 15.87 5.78e-12 280-292 
IPB002181A 18.44 2.32e-10 244-260 


756 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.30e-l 1 457-494 


756 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 5.26e-10 671-685 
IPB003006B 20.23 5.68e-10 174-211 
IPB003006B 20.23 5.68e-10 275-312 


756 


PR00406 


Cytochrome B5 reductase signature 
VI 


PR00406F 4.29 6.03e-09 140-148 


756 


IPB003866 


Isoflavone reductase 


IPB003866D 19.80 9.48e-09 454-506 


757 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 240-254 


757 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 149-162 
PR00019B 11.42 8.00e-10 98-111 
PR00019B 1 1.42 7.55e-09 122-135 
PR00019B 11.42 8.09e-09 146-159 


757 


IPB002889 


WSC domain 


IPB002889B 11.76 8.97e-09 599-645 


757 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.31e-09 335-372 
IPB002889B 11.76 9.44e-09 598-644 


758 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 240-254 


758 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 149-162 
PR00019B 11.42 8.00e-10 98-111 
PR00019B 11.42 7.55e-09 122-135 
PR00019B 11.42 8.09e-09 146-159 


758 


IPB002889 


WSC domain 


IPB002889B 11.76 8.97e-09 603-649 


758 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.31e-09 335-372 
IPB002889B 11.76 9.44e-09 602-648 


759 


IPB000203 


GPS domain 


IPB000203A 18.40 9.25e-20 966-996 
IPB000203B 13.98 8.88e-15 1086-1107 


759 


IPB000832 


G-protein coupled receptors family 2 
(secretin-like) 


IPB000832C 19.53 9.46e-13 1086-1115 


759 


PR00249 


Secretin-like GPCR superramily 
signature III 


PR00249C 15.44 1.73e-10 1088-1111 
IPB000832G 15.17 7.81e-09 1256-1281 


760 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 4.00e-24 277-302 
IPB000822 14,67 3.45e-21 361-386 
IPB000822 14.67 1.75e-20 193-218 
IPB000822 14.67 3.25e-19 109-134 
IPB000822 14.67 4.00e-19 389-414 
IPB000822 14.67 8.50e-19 165-190 
IPB000822 14.67 1.00e-18 249-274 
IPB000822 14.67 5.85e-18 305-330 
IPB000822 14.67 1.60e-16 137-162 
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IPB000822 14.67 3.40e-16 333-358 
IPB000822 14.67 5.50e-15 221-246 


760 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 6.54e-14 330-343 


/ou 




TW/T T"YM A ViinHiTUT Homflin 


IPB001275 19.17 6.55e-14 237-276 
IPB001275 19.17 8.05e-14 321-360 
IPB001275 19.17 8.20e-14 153-192 
IPB001275 19.17 2.14e-13 349-388 
IPB001275 19.17 4.57e-13 265-304 
PR00048A 9.94 4.86e-13 218-231 
PR00048A 9.94 4.86e-13 274-28 




TPR002867 

iTDUUiOU / 


CV^teine-rich domain (C6H.O 


IPB002867C 19.46 8.11e-09 274-291 
PR00048A 9.94 8.12e-09 358-371 


760 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.25e-09 298-332 


/ou 




36kDa capillovirus serine protease 
(S35) signature VI 


PR00995F 16.50 9.73e-09 311-329 


761 


PR00121 


Sodium/potassium-transporting 
ATPase signature IV 


PR00121D 16.73 7.12e-15 173-194 


761 


IPB001757 


E1-E2 ATPases 


IPB001757B 13.64 9.65e-13 588-617 
IPB001757A 14.16 4.18e-12 179-190 


7fi1 
/Ol 


PR 001 1Q 


P-tvne cation-trarisDortinff ATPase 
superfamily signature II 


PR00119B 12.03 9.61e-12 180-194 


7£1 


tproooi ^o 


C^nf nrrtf pin 


IPB000150C 20.72 7.47e-09 595-627 


761 


iprooor^? 


"Zinc fmeer C2H2 tvoe" 


IPB000822 14.67 8.88e-09 172-197 


764 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 177-207 
IPB001310B 21.00 2.93e-12 241-267 


764 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 189-207 


767 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 4.52e-10 101-125 
IPB000135D2.13 9.71e-10 103-127 
IPB000135D 2.13 9.90e-10 100-124 
IPB000135D 2.13 3.18e-09 104-128 
IPB000135D 2.13 9.55e-09 102-126 


768 


PR00074 


Protein-lysine 6-oxidase precursor 
signature V 


PR00074E 11.34 9.46e-14 327-347 
PR00074B 7.56 4.98e-12 260-284 


768 




Lysyl oxidase 


IPB001695E 9.12 5.70e-12 244-285 


768 


PR00258 


Speract receptor signature IV 


PR00258D 14.29 7.39e-12 94-108 
PR00258E 14 06 3 38e-ll 117-129 
PR00258A 13.56 1.54e-10 29-45 
PR00074D 21.66 2.94e-10 305-326 
PR00258A 13 56 3 70e-10 139-155 
PR00258C9.05 4.95e-10 177-187 
PR00258D 14.29 6.29e-10 210-224 
PR00258C 9.05 9.34e-10 63-73 
PR00258B 7.94 6.14e-09 48-59 
IPB001695F 11.10 6.87e-09 285-313 


771 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 1.00e-08 105-122 


773 


IPB000374 


Phosphatidate cytidylyltransferase 


IPB000374B 15.86 2.06e-27 358-385 | 
IPB000374A 12.59 3.65e-16 254-266 


774 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 7.95e-ll 190-204 
PR00320B 12.82 2.08e-10 190-204 
PR00320C 12.32 4.33e-09 190-204 


775 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 1.95e-10 155-190 


775 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 8.01e-10 150-197 


776 


IPB002549 


Domain of unknown function DUF20 


IPB002549B 19.59 9.27e-09 229-266 


778 


IPB002884 


Proprotein convertase P-domain 


IPB002884B 15.69 6.33e-09 114-131 


779 


IPB000361 


Hypothetical hesB/yadR/yfhF family 


IPB000361B 19.14 3.08e-19 119-150 
IPB000361A 17.83 2.71e-16 70-90 
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780 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.28e-10 131-168 


783 


EPB002223 


Pancreatic trypsin inhibitor (Kunitz) 
family 


IPB002223 17.66 3.88e-25 556-590 


783 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB00O885A 11.46 5.57e-19 13-50 


783 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 6.26e-19 6-58 
IPB001442A 26.12 4.44e-18 3-55 
IPB001442A 26.12 3.17e-17 185-237 
IPB001442A 26.12 3.60e-17 191-243 
IPB000885B 19.15 5.72e-17 2-55 
IPB000885B 19.15 6.29e-17 11-64 
IPB001442A 26.12 7.51e-17 12-64 
IPB001442A 26.12 1.21e-16 197-249 

IPB001442A 26.12 3.51e-16 9-61 
IPB000885A 11.46 5.06e-16 198-235 
IPB001442A 26.12 6.02e-16 188-240 
IPB000885B 19.15 7.83e-16 8-61 
IPB000885A 11.46 1.61e-15 19-56 
IPB000885B 19.15 3.65e-15 202-255 
IPB000885B 19.15 4.39e-15 184-237 
IPB000885B 19.15 4.49e-15 190-243 
IPB000885B 19.15 8.09e-15 17-70 
IPB001442A 26.12 9.29e-15 182-234 
IPB001442A 26.12 9.80e-15 15-67 


783 


PR00453 


Von Willebrand factor type A 
domain signature I 


PR00453A 11.78 1.75e- 14 265-282 
IPB000885A 11.46 2.29e-14 201-238 
IPB000885A 1 1.46 3.92e-14 210-247 
IPB000885B 19.15 6.76e-14 14-67 
IPB000885B 19.15 6.97e-14 187-240 
IPB000885A 11.46 7.08e-14 22-59 
IPB001442A 26.12 7.65e-14 200-252 

IroUUUoojo ly.lD /. /oe-14 D-Do 

IPB001442A 26.12 8.63e-14 203-255 
IPB000885A 11.46 9.77e-14 25-62 
IPB001442A 26.12 1.00e-13 194-246 
IPB000885A 11.46 1.44e-13 10-47 
IPB000885A 11.46 2.89e-13 195-232 
IPB001442B 12.38 4.67e-13 60-80 

TDUnnnfiC^ A 1 1 AA 6. Ilo 11 0/Y7 1AA 

IPB000885B 19.15 7.07e-13 196-249 
IPB000885A 11.46 7.33e-13 16-53 
IPB000885B 19.15 7.46e-13 199-252 
IPB001442B 12.38 1.31e-12 22-42 


783 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 1.36e-12 56-90 
IPB001073A 22. 14 1 .72e-12 203-237 ! 

IPB000885A 1 1.46 2.93e-12 7-44 
IPB001442A 26.12 5.05e-12 24-76 
IPB000885A 11.46 5.93e-12 213-250 
IPB000885A 11.46 6.04e-12 20 


783 


PR00759 


Basic protease (Kunitz-type) 
inhibitor family signature III 


PR00759C 12.43 6.28e-ll 575-590 
IPB001073A 22.14 7.00e-ll 59-93 
IPB000885A 11.46 7.57e-ll 28-65 
IPB001073A 22.14 8.17e-ll 142-176 
IPB001073A 22.14 8.33e-ll 50-84 
IPB001073A 22.14 8.67e-ll 15-49 
IPB001442B 12.38 8.71e-ll 37-57 
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783 


IPB000817 


Prion protein 


IPB000817A 8.34 9.70e-10 132-174 
PR00759B 12.35 9.72e-10 565-575 
IPB001442A 26.12 9.92e-10 30-82 
PB000885A 11.46 1.83e-09 189-226 
IPB001442B 12,38 1.97e-09 210-230 
IPB001073A 22.14 2.27e-09 128-162 
IPB000885B 19.15 2.47e-09 


784 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic domain 


IPB001541A 12.30 5.50e-ll 164-176 
IPB001541B 11.65 4.86e-09 251-260 


784 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369A 12.23 8.71e-09 2-15 


785 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.96e-10 367-404 
IPB003006B 20.23 6.19e-09 1589-1626 


786 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 3.59e-12 27-47 


786 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.25e-12 186-210 
IPB000135D 2.13 9.24e-12 187-211 
IPB000135D 2.13 6.42e-ll 188-212 
IPBO00135D 2.13 1.68e-10 185-209 


786 


EPB002078 


Sigma-54 factor interaction protein 
family 


IPB002078A 20.43 6.31e-10 33-67 


786 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.11e-10 32-47 


786 


IPB000765 


GTP1/OBG family 


IPB000765 26.91 7.67e-10 31-74 


786 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 8.26e-10 393-412 


786 


IPB001580 


Calreticulin family 


IPB001580F 2.93 8.31e-10 200-209 
IPB001580F 2.93 9.44e-10 201-210 


786 


IPB000623 


Shikimate kinase 


IPB000623A 19.06 1.64e-09 394-423 


786 


IPB000619 


Guanylate kinase 


IPB000619A 18.08 1.86e-09 394-411 
IPB001580F 2.93 1.90e-09 199-208 


786 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 2.43e-09 34-47 


786 


PR00830 


Endopeptidase La (Lon) serine 
protease (SI 6) signature I 


PR00830A 8.52 4.50e-09 37-56 


786 


IPB001482 


Bacterial type II secretion system 
protein E 


IPB001482B 12,05 4.60e-09 390-412 
IPB000135D2.13 4.73e-09 191-215 


786 


IPB000850 


Adenylate kinase 


IPB000850C 18.89 5.03e-09 149-179 
IPB000135D 2.13 6.00e-09 190-214 


788 


PR00452 


SH3 domain signature II 


PR00452B 11.47 6.03e-09 14-29 


789 


PR00452 


SH3 domain signature II 


PR00452B 11.47 6.03e-09 87-102 


790 


EPB001820 


Tissue inhibitors of 
metalloproteinases 


IPB001820C 11.81 1.56e-15 73-85 
IPB001820B 10.75 2.44e-14 54-64 
IPB001820D 16.18 9.10e-14 91-105 
IPB001820A8.17 2.52e-ll 16-29 


791 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 3.00e-17 149-173 


791 


PR01408 


Macrophage scavenger receptor 
signature VI 


PR01408F 9.76 4.87e-09 64-88 


792 


IPB002213 


UDP-glucoronosyl and UDP- 
glucosyl transferase 


IPB002213 27.73 3.37e-40 276-322 


794 


IPB000339 


ubiE/COQ5 methyltransferase family 


IPB000339D 24.04 6.07e-14 146-188 


794 


PR00508 


S21 class N4 adenine-specific DNA 
methyltransferase signature II 


PR00508B 17.31 3.88e-09 167-187 


794 


IPB000682 


Protein-L-isoaspartate(D-aspartate) 
O-methyltransferase 


IPB000682C 16.46 6.79e-09 68-92 


795 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 1.30e-12 508-530 
PR00237B 12.45 8.62e-12 463-484 
PR00237D 9.76 3.37e-ll 544-565 


795 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 1 1.56 2.42e-10 522-533 i 
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795 


PR01157 


P2 purinoceptor signature IV 


PR01157D 16.03 2.98e-09 662-674 


795 


PR00173 


Glutamate-aspartate symporter ! 
signature VI 


PR00173F 10.23 9.45e-09 705-724 
PR00237F 14.34 9.56e-09 645-669 


799 


PR01539 


Interleukin-1 receptor type II 
precursor signature IX 


PR015391 14.65 9.06e-09 162-185 


802 


IPB000117 


Kappa casein 


IPB000117D 10.18 8.71e-09 506-540 


805 


IPB000171 


Bacterial-type phytoene 
dehydrogenase 


IPB000171E 7.19 8.20e-09 29-39 


806 


IPB001774 


Delta serrate ligand i 


EPB001774D 19.23 5.91e-09 50-96 


806 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


806 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


807 


EPB001774 


Delta serrate ligand 


IPB001774D 19,23 5.91e-09 50-96 


807 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


807 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


808 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


808 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


808 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


o\jy 


rJtwU'OO 


Tfifpr1f»iilriTi-S cionatnrp T 

iiiicriciuiui-o oigiiaiuic i 


PR00436A 15 20 9 36e-10 14-37 


810 I 


IPB001187 


Tissue Factor (TF) 


IPB001 187G 15.20 7.00e-10 40-76 


811 


IPB001039 


"Major histocompatibility complex 
protein, Class I" 


IPB001039B 27.55 8.79e-09 98-149 


Q1 0 
Oil 




Immunoglobulin and major 
histocompatibility complex domain 


tproo3006r 90 93 a 7ie-i9 1 13-150 
IPB003006B 20.23 9.14e-12 406-443 
IPB003006B 20.23 1.00e-ll 213-250 


812 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-l 1 512-535 
IPB003006B 20.23 6.40e-10 19-56 
IPB003006B 20.23 9.64e-10 505-542 
IPB003006B 20.23 8.62e-09 311-348 

PR01 1 0 09 O 1 Q<*-OQ 1 90-1 43 


813 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 428-465 
IPB003006B 20.23 8.71e-12 1996-2033 
IPB003006B 20.23 9.l4e-12 2289-2326 

TPR003006R 90 93 1 00<»-1 1 9006-91 33 


813 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.10e-ll 1707-1730 
PR01536C 19.92 9.23e-ll 2395-2418 
tproo3oo6r 9n 93 a 60«~io 1 700-1737 
IPB003006B 20.23 6.40e-10 1902-1939 

TPR003006R 90 93 8 09p- 1 0 1 603-1 640 

IPB003006B 20.23 9.64e-10 2388-2425 
IPB003006B 20.23 3.42e-09 1506-1543 


813 


PR01076 


Caldesmon signature IV 


PR01076D 8.07 5.07e-09 1457-1478 

TPR003006R 90 93 7 ^Rf»-0Q 1700-1836 

IPB003006B 20.23 8.62e-09 2194-2231 
PR01536C 19.92 9.19e-09 2003-2026 


813 


PR01472 


Intercellular adhesion 

mnlpnilp/vncfMilnr ppII nHViPQinn 
iiiuici/Uic/ vaoi/Uiai Uvii duucoiuu 

molecule- 1 signature I 


PR01472A 16.78 9.64e-09 1755-1771 


814 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 7.60e-16 219-233 


814 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 623-660 
IPB003006B 20.23 8.71e-12 2191-2228 
IPB003006B 20.23 9.14e-12 2484-2521 
IPB003006B 20.23 1.00e-ll 2291-2328 


814 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.10e-ll 1902-1925 
PR01536C 19.92 9.23e-ll 2590-2613 
IPB003006B 20.23 4.60e-10 1895-1932 
IPB003006B 20.23 6.40e-10 2097-2134 
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IPB003006B 20.23 8.92e-10 1798-1835 
IPB003006B 20.23 9.64e-10 2583-2620 
IPB003006B 20.23 3.42e-09 1701-1738 


814 


PR01076 


Caldesmon signature IV 


PR01076D 8.07 5.07e-09 1652-1673 

IPB003006B 20.23 8.62e-09 2389-2426 
PR01536C 19.92 9.19e-09 2198-2221 


814 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.64e-09 1950-1966 


816 


IPB000074 


Apoupoproteni A1/A4/E 


rDDAAAAT/fD 70 17 7 AQr* 1 A 1 1 7 1 7fi 

TP"RAAflfl74H OQ 17 R 7Sp-10 Q5-14R 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
1PB000074C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 


817 


EPB000074 


Apolipoprotein AI/A4/12 


TDT5AnAA7/L'R 70 1 7 7 4Qp-1 fl 1 17-1 70 

IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
rPRnnnn7AP 77 oi 4 i^e-flQ, 1 12-149 

IPB000074B 29.17 8.48e-09 201-254 • 


819 


IPB001211 


Phospholipase A2 


IPB001211B 17.16 3.12e-31 44-71 


819 


T\T^ AA1 AA 

PR00389 


Phospholipase A2 signature HI 


DDAAICOr' 17 8^ 7 5A«» OA ^£_74 

rKvUooyc l i.oj z.jue-zu 30-/^ i 
PR00389B 10.67 6.91e-16 37-55 
IPB001211D 11.66 5.50e-14 104-119 
PR00389E 13.06 8.20e-14 104-120 
IPB001211C 14.62 1.56e-ll 79-97 


821 


IPB001354 


Mandelate racemase/muconate 
lactonizing enzyme family 


IPB001354C 32.55 1.00e-24 210-251 
IPB001354D 32.92 2.07e-18 281-326 
IPB001354B 18.16 3.91e-18 87-113 
IPB001354E 9.47 6.23e-09 370-382 


822 


IPB002164 


Nucleosome assembly protein (NAP) 


IPB002164B 25.75 1.00e-36 102-138 

TT>DAA01£/1A 7/101 £4H*»14 01 58 

lriJUUZl04A 2A.JL\ OAKjQ-j** ZlOo 

IPB002164C 11.48 6.68e-21 151-170 


822 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 5.27e-13 285-309 
IPB000135D 2.13 1.41e-U 286-310 
IPB000135D2.13 1.82e-ll 283-307 
IPB000135D2.13 3.76e-ll 289-313 

TDDAAA1 ICTN O 1 *5 1 O7o_1 1 797 111 

IPB000135D 2.13 4.27e-ll 288-312 

TDT5HA71 £AT\ O 1 O 7 1 1 717-747 

IPB000135D 2.13 1.68e-10 282-306 
IPB000135D 2.13 4.03e-10 281-305 
IPB000135D 2.13 4.91e-10 284-308 


822 


IPB001580 


Calreticulin family 


IPB001580F 2.93 2.35e-09 300-309 

IPB000135D 2.13 6.27e-09 291-315 
IPB000135D 2.13 7.27e-09 292-316 
IPB000135D 2.13 7.55e-09 279-303 
IPB000135D 2.13 8.91e-09 290-314 


822 


IPB001326 


Elongation factor 1 beta/beta'/delta 
chain 


IPB001326C 9.19 9.16e-09 286-301 


823 


IPB000222 


Protein phosphatase 2C subfamily 


IPB000222F 19.87 4.94e-15 256-276 
IPB000222E 14.28 6.33e-15 228-246 
IPB000222G 9.17 1.95e-12 282-295 
IPB000222C 6.84 2.08e-12 147-156 
IPB000222H 9.33 7.97e-12 318-330 
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IPB000222B 15.80 2.86e-10 115-125 
IPB000222D 11.74 2.74e-09 186-203 
IPB000222I 8.91 4.72e-09 379-388 


824 


IPB001007 


"von Willebrand factor, type C 
repeat" 


IPB001007B 10.03 1.00e-08 183-192 


825 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 59-75 


825 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 1-12 
PR0074SDQ'*4 1 119-128 
PR00245E 8.96 6.81e-12 166-177 
PR00245B 13.73 1.00e-10 12-24 ! 
TPP.000276D 9 40 3 08e-09 165-181 


825 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 82-105 
PR002V7O 19 23 I 00e-08 155-181 


826 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 173-189 


826 


IPB000276 


Knooopsin-UKe urL/K supenamuy 


TPRflfin?7fiA 1 1 ^fi Q 25e-14 1 17-128 
PR00245D 9 34 1 53e-13 233-242 
PR00245E 8.96 6.81e-12 280-291 
PR00245A 10.98 7.14e-12 91-102 
PR00245B 13.73 8.14e-10 128-140 


BZO 


PR fWY?T7 


P.VinHoncin-1ilfp OPfTR ^nnerfamilv 
iviiuuu^/Mii -ni\.w vjr oupvi loinii y 

M glial ui t/ xix 


PR00237C 14.77 2.02e-09 103-125 
IPB000276D 9.40 3.08e-09 279-295 
PR00237E 13.03 3.83e-09 196-219 


826 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 50-62 


826 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 54-65 
PR00237G 19.23 1.00e-08 269-295 


827 


IPB001169 


"Integrin beta, C-terminus" 


IPB001 169J 7.42 4.63e-10 40-53 


827 


PR01186 


Integrin beta subunit signature XI 


PR01 186K 7.39 7.27e-10 40-53 
IPB001169K 27.45 5.50e-09 42-84 
PR01186K 7.39 9.75e-09 6-19 


5Z5 




RVinOAP H Amain 


IPB000198C 16.49 1.28e-10 226-243 


829 


IPB000859 


CUB domain 


IPB000859 19.99 7.00e-23 10-45 


830 


IPB000859 


CUB domain 


IPB000859 19.99 7.00e-23 10-45 


831 


PR00193 


Myosin heavy chain signature III 


PR00193C 11.66 9.77e-24 177-204 


831 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4.84e-19 175-197 
PR00193B 12.36 6.81e-18 125-150 
IPB000857D 12.93 8.28e-l 8 204-242 
PBflMQ^A 14 87 8 50e-12 65-84 
IPB000857A 15.90 5.58e-ll 42-95 
TPR000857R 11 35 1 00e-10 106-152 


831 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 127-142 


832 


TkTi AA1 AO 

PR00193 


Myosin heavy chain signature III 


PPfifllQ^P 1 1 f& 0 77p-?4 177-204 


832 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4 : 84e-19 175-197 

PPnfilQTR 1? 16 6" 81f»-1 8 125-150 
TPRflftftR57n 12 9^ 8 28e-18 204-242 
IPB000857E 25.07 1.47e-12 288-341 
PR00193A 14.87 8.50e-12 65-84 
IPB000857A 15.90 5.58e-ll 42-95 
IPB000857B 11.35 1.00e-10 106-152 


832 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 127-142 
IPB000857F 15.97 6.50e-09 365-397 


834 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 2.86e-18 143-183 


834 


IPB000716 


Thyroglobulin type-1 repeat 


IPB000716C 17.62 2.88e-18 336-354 
IPB000716D 15.49 7.16e-15 358-372 


834 


IPB001999 


Osteonectin domain 


IPB001999E 15.70 7.99e-ll 272-318 


835 


IPB001323 


Erythropoietin/thrombopoeitin 


IPB001323A 17.37 8.31e-10 515-547 
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835 


PR00251 


Bacterial opsin signature I 


PR00251A 13.93 9.75e-10 515-534 j 


oi5 


DDftftBfY7 

rKUUoU/ 


3rt11~n oiiprapri Amh familv signature 

r 

I 


PR00807A 16.15 7. 41 e-09 459-476 




TPRfifil 191 

Lr I5UU1 jZJ 


Prvthrnnni pHn/thromboDoeitin 


IPB001323A 17.37 8.31e-10 515-547 


836 


PR00251 


Bacterial opsin signature I 


PR00251A 13.93 9.75e-10 515-534 


836 


PR00807 


Pollen allergen Amb family signature 

T 
1 


PR00807A 16.15 7.41 e-09 459-476 


838 


IPB000483 


Leucine rich repeat (^terminal 
domain 


IPB000483 11.18 5.50e-13 359-373 


838 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 9.33e-10 278-291 
PR00019A 11.72 9.33e-10 327-340 
PR00019B 11.42 6.73e-09 179-192 
PR00019A 11.72 7.27e-09 182-195 


840 


IPB000243 


Proteasome B-type subunit 


IPB000243C 13.61 8.80e-09 345-355 


841 


IPB002889 


WSC domain 


IPB002889B 11.76 9.36e-ll 527-573 


841 


PR01217 


Proline rich extensin signature V 


PR01217E 3 04 2 99e-10 534-550 
PR01217B 4.82 5.65e-10 533-549 
PR01217D 4,57 7.86e-10 529-550 


841 


IPB000906 


ZU5 domain 


IPB000906A 22.49 8.91e-10 158-200 
PR01217C 4.49 4.80e-09 538-550 
IPB000906E 22.11 4.83e-09 162-202 
PR01217G 4.02 5.03e-09 529-554 


841 


PR01415 


Ankyrin repeat signature II 


PR01415B 10.23 5.88e-09 177-189 
PR01415A 12.73 8.00e-09 165-177 
PR01415A 12.73 8.75e-09 131-143 


841 


IPB000925 


Pneumovirus attachment 
glycoprotein \j 


IPB000925D 14.69 9.33e-09 404-426 
PR01217A 5.97 9.62e-09 539-551 


842 


1PB000416 


Outer Capsid protein VP4 
riemaggiuunin; 


IPB000416P 15.37 7.40e-09 185-223 


843 


IPB000416 


Outer Capsid protein VP4 
^Hemagglutinin ) 


IPB000416P 15.37 7.00e-09 185-223 


OA A 

844 


lrbUUiUUO 


immunoglobulin anu major 
histocompatibility complex domain 


IPB003006A 17.51 7.11e-09 354-376 


OAC 

845 


irbuuuyyo 


MAivL aomaiu 


IPB000998C 18.63 1.95e-12 833-848 
IPB000998B 17.20 1.62e-ll 761-773 


845 


PR0GQ2U 


MAM aomain signdiurc i 


PR00020A 20.48 3.62e-ll 759-777 
PR00020C 12.01 8.12e-10 832-843 
IPB000998D 18.66 9.6le-10 898-921 ! 


OAC 

845 


IrbUUJUUo 


Immim/MrlnlMltin Qnn TTIOI OT" 

lmmunogioouiin <mu niajui 
histocompatibility complex domain 


IPB003006A 17.51 7.11e-09 354-376 


845 


PR00096 


Glutamine amidotransferase 

minarAimilu cifmotllfP III 

superxanniy sigttaiurc m 


PR00096C 15.85 9.28e-09 534-547 


OA£ 

846 


tDDAAl 1 Xrt 

IrbUUilOU 




IPB003160A 14.23 8.01e-09 82-129 


847 


IPB002642 


Lysophospholipase catalytic domain 


IPB002642B 11.84 4.38e-15 1134-1158 
IPB002642A 18.37 1.69e-13 1106-1131 


847 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.67e-12 839-852 
IPB002642G 34.11 6.72e-10 1429-1477 


847 


IPB000008 


C2 domain 


IPB000008C 23.37 2.44e-09 812-851 


848 


IPB002642 


Lysophospholipase catalytic domain 


IPB002642B 11.84 4.38e-15 383-407 
IPB002642A 18.37 1.69e-13 355-380 


848 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.67e-12 88-101 
IPB002642G 34.11 6.72e-10 678-726 
IPB002642E 18.19 6.91e-l0 509-534 


848 


CPB000008 


C2 domain 


IPB000008C 23.37 2.44e-09 61-100 


851 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 203-240 


851 


IPB003531 


Short hematopoietin receptor family 


IPB003531C 15.87 9.38e-ll 449-466 
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1 


IPB003006B 20.23 6.54e-09 81-118 


852 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 L43e-13 199-236 


852 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 445-462 
IPB003006B 20.23 6.54e-09 77-114 


854 


IPB000008 


C2 domain 


IPB000008C 23.37 7.94e-25 306-345 
IPB000008C 23.37 1.17e-16 173-212 


854 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.20e-14 200-213 
PR00360A 15.18 l.oUe-U 3U4-310 


854 


PR00399 


Synaptotagmin signature II 


PR00399B 14.30 1.69e- 12 291-304 

ranAArtftAon 1A Q1 1 AZa. 1 1 OOQ *)AV7 

IrBUUUOOoL) 14.0O i.4De-ll LLy-lftl 
IPB000008D 14.83 3.86e-ll 361-379 
PR00360B 11.64 5.94e-U 333-346 
PR00399A 15.05 6.40e~ll 145-160 

rKUUJOUA ID.lo o.jOe-ll 1/j-loD 

PR00399D 12.72 6.33e-10 368-378 
TPRnnnnnsr ?i xi 9 7fie-l0 175-214 
PRflO^OOR 14 ^0 6 57e-09 160-173 
PR00399A 15.05 8.65e-09 276-291 


854 


IPB002618 


UTP— glucose- 1 -phosphate 
uridylyltransferase 


TPRftfiOfil 8n 29 24 9 88e-09 182-224 


855 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.78e-14 141-179 
TPP.ftft987nF 1 1 90 4 67e-14 391-403 
IPB002870F 18.81 7.00e-13 432-456 
IPB002870D 16 31 6 62e-12 360-375 


855 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.40e-ll 336-376 


855 


IrbUUUliU 


iNeutrai zinc mexauopepu oases, 
zinc-uinaing region 


TPRnnonO 5 86 5 15e-ll 389-399 


ODD 


t>u (\(\a on 


ASiacm ianniy signature n 


PR00480B 14 35 4 54e-10 384-402 


occ 
ODD 




riasmoaium circumsporozone 
protein signature IV 


PR01 303D 10 57 4 71e-10 953-970 
PR01303D 10.57 2.75e-09 833-850 


OCC 

oDD 


irJfc5UU10/U 


iron-containing aiconoi 
dehydrogenase 


IPB001670D 13 90 5 50e-09 157-172 
IPB002870C 11.01 5.68e-09 317-327 
PR01303D 10.57 6.38e-09 552-569 


855 


1PB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862A 12.54 6.66e-09 540-555 


856 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952A 6.70 S.00e-09 14-28 


857 


PR00833 


Pollen allergen Poa pi signature VIII 




857 


IPB002989 


Mycobacterial pentapeptide repeats 


IPB002989C 13.82 8.67e-09 48-87 


858 


PR00833 


Pollen allergen Poa pi signature VIII 


■DDAnQIITJ 0 £1 4 1 1o HO 5.1 f\S. 

rKUUoijrl .i.ul 4.He-uy Dl-OD 


859 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.26e-26 254-306 


859 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 6.77e-24 265-318 
TPR000885B 19 15 9 30e-24 247-300 
IPB000885B 19.15 1.42e-23 244-297 
IPB001442A 26.12 5.96e~23 257-309 
IPB001442A 26.12 8.83e-23 266-318 
IPB001442A 26.12 8.96e-23 239-291 
IPB000885B 19.15 9.45 


859 


PR01408 


Macrophage scavenger receptor 
signature VIII 


PR01408H 14.32 5.76e-16 227-246 


859 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 333-349 
IPB001442A 26.12 8.12e-16 272-324 
IPB000885A 11.46 4.16e-15 255-292 
IPB000885B 19.15 5.76e-15 274-327 
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IPB000885A 11.46 5.86e-15 270-307 
IPB001442A 26.12 7.88e-15 230-282 
IPB000885A 11.46 2.87e-14 276-313 

TPRnnnSR^R 10 \*\ ^ 4^-14 99Q-9R9 

IPB000885B 19.15 4.13e-14 277-330 
IPB000885A 11.46 5.44e-14 243-280 
IPB000885A 1 1.46 7.78e-14 285-322 
IPB000885B 19.15 7.88e-14 280-333 


859 


EPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 263-297 
IPB000885B 19.15 5.21e-13 226-279 
IPB001073A 22.14 5.79e-13 269-303 
PR00258B 7.94 8.42e-13 352-363 
IPB001442B 12.38 9.00e-13 270-290 
IPB001442A 26.12 9.16e-13 227-279 
IPB001073A 22.14 1.54e-l 


859 


IPB000817 


Prion protein 


IPB000817A 8.34 5.85e-10 244-286 
IPB001073A 22.14 6.80e-10 287-321 
IPB000817A 8.34 8.22e-10 247-289 
IPB001442B 12.38 8.46e-10 246-266 
IPB000885A 11.46 9.32e-10 234-271 
IPB001442A 26.12 9.42e-10 284-336 

rnnnnnooc a 1 1 AC Q C\ a. in o&S 
IPdOOUoojA 11.40 y.Oie-lU 

IPB001442B 12.38 1.24e-09 264-284 

rDnnni AA*) A 7£ 10 1 McJIQ 991 _97^ 
lrJolHJ 144ZA zo.lz i.ooe-uy zzi-z/j 

IPB001073A 22.14 2.83e-09 251-285 

IPB001073A 22.14 3.53e-09 284-318 

IPB001442B 12.38 4.65e-09 291-311 

IPB001442B 12.38 4.77e-09 249-269 

IPB001073A 22. 14 5.64e-09 278-312 

IPB000885A 11.46 5.87e-09 291-328 

TDtJAA1/l/lO'R 10 Ifi £ 1 1<a HO 97^-90^ 

IPB001442B 12.38 6.84e-09 294-314 


860 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.26e-26 314-366 


860 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 307-360 
IPB000885B 19.15 6.77e-24 325-378 
IPB000885B 19.15 l.69e-23 304-357 
IPB001442A 26.12 5.96e-23 317-369 
IPB001442A 26.12 6.35e-23 299-351 
IPB001442A 26.12 8.83e-23 326-378 
IPB000885B 19.15 1.26 


860 


PR01408 


Macrophage scavenger receptor 
signature VIII 


PR01408H 14.32 5.76e-16 287-306 


860 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 393-409 
IPB001442A 26.12 8.12e-16 332-384 
TPR000885A 11 46 4 16e-15 315-352 
IPB000885B 19.15 5.76e-15 334-387 
IPB000885A 11.46 5.86e-15 330-367 
IPB000885B 19.15 7.35e-15 289-342 
IPB001442A 26.12 7.88e-15 290-342 
IPB000885A 11.46 2.87e-14 336-373 
IPB000885B 19.15 4.13e-14 337-390 
IPB000885A 11.46 5.91e-14 303-340 
IPB000885A 11.46 7.78e-14 345-382 
IPB000885B 19.15 7.88e-14 340-393 


860 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 323-357 
IPB000885B 19.15 5.70e-13 286-339 
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IPB001073A 22,14 5.79e-13 329-363 
IPB001442A 26.12 7.28e-13 287-339 
PR00258B 7.94 8.42e-13 412-423 
IPB001442B 12.38 9.00e-13 330-350 
IPB001073A 22.14 1.54e-l 


860 


IPB000817 


Prion protein 


IPB000817A 8.34 5.65e-10 304-346 
IPB001073A 22.14 6.03e-10 311-345 
IPB001073A 22.14 6.80e-10 347-381 
PR00258C 9.05 7.15e-10 427-437 
PR00258D 14.29 8.06e-10 458-472 
IPB000817A 8.34 8.42e-10 307-349 
IPB001442A 26.12 9.42e-10 344-396 
1PB000885A 11.46 9.61e-10 348-385 
IPB001073A 22.14 9.69e-10 299-333 
IPB000885B 19.15 9.83e-l0 283-336 
IPB000885A 11.46 9.90e-l0 294-331 
IPB001442B 12.38 1.24e-09 324-344 
IPB001442A 26.12 2.41e-09 281-333 
IPB001442B 12.38 2.70e-09 309-329 
IPB001073A 22.14 3.53e-09 344-378 
IPB001442B 12.38 4.65e-09 351-371 
IPB001073A 22,14 5.64e-09 338-372 
IPB000885A 11.46 5.87e-09 351-388 
IPB001442B 12.38 6.11e-09 333-353 
IPB001442B 12.38 6.84e-09 354-374 

nn ai Ai\av\ a o i a O a _ t\f\ CO OO 

PR01408B 9.21 9.84e-09 58-83 


862 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.20e-22 222-247 
IPB000822 14.67 5.09e-21 306-331 
IPB000822 14.67 5.50e-20 474-499 
IPB000822 14.67 7.00e-20 446-471 
IPB000822 14.67 3.25e-19 390-415 
IPB000822 14.67 4.00e-19 194-219 
IPB000822 14.67 7.00e-19 278-303 
IPB000822 14.67 4.46e-18 362-387 
IPB000822 14.67 6.14e-17 250-275 
IPB000822 14.67 3. 40e- 16 418-443 
IPB000822 14.67 4.00e-16 334-359 


862 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 415-428 | 
PR00048A 9.94 8.07e-13 219-232 
PR00048A 9.94 3.12e-12 387-400 
PR00048A 9.94 4.71e-12 247-260 

t>t-» AAAiA 1 f\ f\ A A T 1 IA I'll 't A A 

PR00048A 9.94 4.7le-l2 331-344 
PR00048B 5.52 7.00e-12 487-496 


862 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 7.04e-12 266-305 
PR00048A 9.94 7.88e-12 499-512 
PR00048A 9.94 1.95e-ll 471-484 

"no AAA/1 0 A n f\A A lOn 1 1 AA1 

rK0UU4oA y.y** 4.3ze-l 1 443-4D0 
PR00048B 5.52 5.50e-ll 319-328 
PR00048A 9.94 1.00e-10 191-204 
IPB001275 19.17 1.36e- 10 294-333 
IPB001275 19.17 1.49e-10 350-389 
PR00048A 9.94 5.09e-10 303-316 
IPB001275 19.17 5.14e-10 378-417 


862 


IPB002817 


ThiC family 


IPB002817H 11.39 5.42e-10 217-232 
PR00048A 9.94 5.91e-10 359-372 
IPB001275 19.17 8.18e-10 182-221 
IPB001275 19.17 9.15e-10 322-361 
PR00048B 5.52 9.36e-10 375-384 
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PB001275 19.17 9.39e-10 210-249 
IPB001275 19.17 9.39e-10 238-277 
PR00048B 5.52 2.00e-09 207-216 
IPB000822 14.67 2.13e-09 502-527 

rK.UUU'JoD D.J/, z,.j\)c-\)y Hjy-HQO 
TPPnftl 97S 10 17 0 71 f»-OQ 4fi9_<.ni 

ppnnruiRR s 59 3 nnp.no 403-412 
IPB001275 19.17 3.62e-09 406-445 
PR00048A 9 94 4 38e-09 275-288 


862 


IPB000306 


"FYVE Zn-finger, 
raDpniiin/ v roz. i /r/\r> i type 


IPB000306 8.96 4.71e-09 218-230 
PRn0048B 5 52 5 50e-09 291-300 
IPB000306 8.96 5.76e-09 498-510 
IPB000306 8 96 6 03e-09 302-314 
PR00048B 5.52 7.00e-09 235-244 
IPB002817H 11.39 7.34e-09 301-316 
IPB001275 19.17 8.18e-09 434-473 


OOZ 




OUl/V-llK.O piUlCill 


IPB002634A 23.30 8.62e-09 243-277 


864 


IPB000571 


Zinc finger Ox8-C-x5-C-x3-H type 


EPB000571 11.41 6.54e-10 66-76 


864 


PR01218 


Pistil-specific extensin-like signature 

IT 
11 


PR01218B 8.47 9.12e-09 140-163 




rKUUizU 


\j protein oeia w u-hk) repeal 
signature II 


Pttnn320B 12 82 5 68e-10 225-239 
PR00320A 13.15 7.48e-10 225-239 


865 


mr>n ai con 


ij-protein oeta wimu repeals 


TPRnni fiRn 1 0 43 4 1 5e-09 227-238 
PR00320C 12.32 9.67e-09 225-239 


867 


IPB000954 


Aminotransferase class-in pyridoxal- 
phosphate 


IPB000954B 21.02 9.25e-25 291-330 
TPRnnnOSAA 9n 95 7 12e-18 98-127 
IPB000954D 13.61 5.74e-17 377-395 
IPB000954C 12.88 9.44e-14 340-355 


868 


IPB000954 


Aminotransferase class-in pyridoxal- 
phosphate 


IPB000954B 21.02 9.25e-25 188-227 
IPB000954D 13.61 5.74e-17 274-292 
TPRnnn0S4P 19 88 9 44e-14 237-252 


869 


IPB001254 


"Serine proteases, trypsin family" 


IPB001254C 16.54 2.50e-17 270-289 


869 


1FB00U177 


Apple domain 


TPRnnm 77D 14. 3Q 1 1 1 e-1 5 267-295 
TPR0.M954A 9 98 6 14e-15 88-104 


869 


PR00722 


Chymotrypsin serine protease family 
(SI) signature III 


PR00722C 10.74 3.08e-14 236-248 
PR00722A 12.06 4.54e-14 89-104 
IPB001254B 15.01 7.14e-14 237-260 


869 


IPB000001 


Kringle 


IPB000001D 11.31 7.56e-12 88-104 
IPB000001H 12.24 2.50e-ll 239-249 
IPB000177N 10.17 3.23e-ll 229-263 
IPB000177K 13.19 2.57e-10 90-122 
PR00722B 12.69 6.85e-10 145-159 


873 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 6.19e-15 343-390 


873 


PR00010 


Type II EGF-like signature I 


PR00010A 12.91 4.94e-13 46-57 


873 


TT»DAAA1 CO 

IPB0QQ152 


Aspartic acid and asparagine 
hydroxylation site 


TPRnnni 59 8 86 7 55t»-1 3 54-1 -556 

IPB001862F 29.39 8.07e-13 553-600 
IPB001862F 29.39 9.14e-13 515-562 
IPB001862F 29.39 3.07e-12 35-82 
IPB001862F 29.39 3.79e-12 73-120 
IPB001862F 29.39 4.10e-12 304-351 
IPB000152 8.86 6.04e-12 61-76 
IPB001862F 29.39 8.45e-12 477-524 
IPB001862F 29.39 8.45e-12 1031-1078 
IPB000152 8.86 3.89e-ll 137-152 
IPB001862F 29.39 4.00e-ll 153-200 
IPB000152 8.86 4.86e-ll 179-194 
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IPB001862F 29.39 6.70e-ll 381-428 
PR00010C 6.98 7.38e-ll 374-384 


873 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 7.63e-ll 137-148 
PR00010C 6.98 9.25e-ll 66-76 
IPB001862F 29.39 9.50e-ll 265-312 
PR00010A 12.91 1.00e-10 564-575 
IPB000152 8.86 1.84e-10 369-384 
PR00010A 12.91 2.38e-10 354-365 
IPB001862F 29.39 2.63e-10 111-158 
PR00010A 12.91 2.73e-10 488-499 


873 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 2.92e-10 170-190 


873 


EPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


PB000033B 7.05 3.03e-10 374-384 
PR00764F 15.74 3.16e-10 52-72 
PR00764F 15.74 3.52e-l0 321-341 
PR00010C 6.98 3.90e-10 546-556 
IPB001881B 12.28 4.00e- 10 541-552 
IPB000152 8.86 4.66e-10 503-518 
IPB001881A 8.72 4.86e-10 280-289 
PR00010A 12.91 5.50e-10 122-133 


873 


IPB002899 


EB module 


IPB002899B 11.81 5.59e-10 243-255 
IPB000152 8.86 6.06e-10 407-422 
IPB000033B 7.05 6.23e-10 296-306 
IPB000152 8.86 6.63e-10 291-306 1 
IPB001881A 8.72 7.43e-10 319-328 
IPB001881A 8.72 7.43e-10 530-539 
IPB001881A 8.72 8.07e-10 126-135 
IPB001881B 12.28 8.29e-10 255-266 
IPB000152 8.86 8.31e-10 23-3o 
PR00764F 15.74 8.44e-10 360-380 
PR00764F 15.74 8.44e-10 570-590 

TDDAA1 OOI A O TO A 1£La 1ft 1 /£Q 1 T7 

IPBUUloo 1A o. 11 y.^oe-lU loo- 1 / / 
PR00764F 15.74 9.52e-10 398-418 
IPB000152 8.86 9.72e-10 255-270 
PR00010C 6.98 1.00e-09 296-306 
IPB001881A 8.72 2.20e-09 1046-1055 


873 


PR00011 


Type III EGF-like signature II 


nnnnni 1011 AO 0 00- r\(\ c.i 01 
rJKUUUllD 13.0o z.Zoe-U^ 0.5-0 1 

IPB001881B 12.28 2.57e-09 179-190 

IPB001881A 8.72 2.80e-09 358-367 


873 


IPB003884 


Factor I membrane attack complex 


TnnAAOOO^P 11 AA 1 07 n AO <QA 

iPB003oo4U li.uu z.oje-uy D/z-oyu 


873 


IPB000561 


EGF-like domain 


IPB000561 4.89 2.93e-09 626-634 
PR00010C 6.98 3.63e-09 28-38 
IPB000561 4.89 4.21e-09 378-386 


873 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 4.33e-09 70-94 
IPB000561 4.89 4.86e-09 108-116 
IPB000359A 23.24 4.91e-09 108-132 
PR00010C6.98 6.05e-09 184-194 

IXDUU 100 l/V O. 1 £t U,tVIC-U7 Jw J7 


873 


IPB000034 


Laminin B 


IPB000034C 12.97 6.49e-09 70-88 
PR00010A 12.91 7,27e-09 164-175 
PR00010A 12.91 7.27e-09 315-326 


873 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886C 24.54 7.40e-09 300-339 
IPB000561 4.89 7.43e-09 223-231 
IPB000561 4.89 7.43e-09 550-558 
PR00011D 12.12 7.81e-09 371-389 
IPB000152 8.86 8.11e-09 330-345 
IPB000359A 23.24 8.24e-09 512-536 


873 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 8.62e-09 75-120 
PR00010C 6.98 8.68e-09 412-422 
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PR00764F 15.74 9.20e-09 282-302 
IPB000033B 7.05 9.29e-09 546-556 
IPB001862F 29.39 9.36e-09 591-638 
IPB001881A 8.72 9.40e-09 568-577 
PR00764F 15.74 9.43e-09 532-552 
PR00010A 12.91 9.45e-09 526-537 

t»t» r\nn i in 10 11 ft 1A » ftft O < A1 
PROOUl ID 1Z.1Z y. /4e-Uy Zj-43 

IPB000033B 7.05 1.00e-08 66-76 


874 


PR00960 


LmbP protein signature I 


PR00960A 10.63 4.67e-09 78-93 


875 


IPB000043 


S-adenosyi-L-homocysteine 
hydrolase 


IPB000043D 24.21 1.00e-40 233-289 
IPB000043E21.il 1.00e-40 298-350 
IPB000043A 16.26 4.72e-33 119-156 
lrB0UU043ri 17.10 l./Ze-Z9 4!>9-4io 
IPB000043F 16.20 2.55e-24 351-377 
IPB000043G 18.51 3.25e-24 41 1-448 

lirDUUUU43l3 lo.OZ j,yjQf-LD 

IPB000043G 18.51 7.16e-15 412-449 
EPB000043C 8.96 9.61e-15 202-216 


878 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 181-217 


879 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 181-217 

TPRf»n91 R1 n 90 1 R 7 19p-1 S 943-9R1 
TPPM09 IRIf IS R7 9 64e-l 0 222-234 


880 


TTYDA/Vl 1 O 1 

IPB002181 


Fibrinogen beta and gamma chains 
is-ierminai giouuidr uornain 


TPPiftn91R1R 9ft 16 7 4Qe-24 181-217 1 
IPB002181D 29 18 7 32e-15 243-283 
IPB002181C 15.87 2.64e-10 222-234 


qqi 
ooi 


IrlJUUZvZ/ 


Ammo acia permease 


IPB002027D 22 00 4 13e-25 325-364 
IPB002027C 19.67 2.74e-22 244-282 
IPB002027A 18.88 3.77e-16 47-75 
IPB002027B 12.67 7.97e-12 180-199 


884 


IPB001772 


Kinase associated domain 1 


IPB001772E 24.88 4.03e-10 620-659 


884 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861D 13.61 7.34e-10 97-133 


884 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 8.45e-09 99-133 


884 


IPB003527 


MAP kinase 


IPB003527D 21.53 9.15e-09 462-503 


885 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e- 14 34-58 


891 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 




891 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 1.31e-09 155-169 
PR00049D 0.00 6.80e-09 156-170 


892 


PR00503 


Bromodomain signature IV 


PR00503D 19.24 i.5/e-Zl 4Z1-44U 


892 


IPB001487 


Bromodomain 


IPB001487B 17.44 2. 13e- 19 412-433 
PR00503B 10.44 4.37e-1994-110 

TT4T> AA 1 A 0*T A 11 A A C 1 ft ftC 111 

IPB001487A 11.44 5.20e-19 95-113 
PR00503C 19 09 4 00e-17 1 10-128 
IPB001487A 11.44 9.53e-16 388-406 
PR00503A 14.57 4.00e-14 78-91 
PR00503B 10.44 8.64e-14 387-403 


892 


IPB001359 


Synapsin 


IPB001359H 22.58 1.65e-13 752-802 
PR00503D 19.24 9.25e-13 128-147 
IPB001487B 17.44 1.58e-12 119-140 
PR00503C 19.09 6.70e-ll 403-421 


892 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.87e-ll 755-769 
PR00049D 0.00 9.47e-ll 756-770 
IPB001359H 22.58 9.70e-ll 979-1029 


892 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 4.80e-10 966-984 
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892 


IPB003861 


E4 protein 


IPB003861B 9.064.86e-10 979-993 


892 


IPB001505 


n Cu(A) centre of cytochrome c 
oxidase, subunit II and nitrous oxide 
reductase" 


IPB001505B 15.93 5.94e- 10 406-455 
PR00209B 4.73 6.90e-10 968-986 
IPB001359H 22.58 7.40e-10 753-803 


892 


PR01471 


Histamine H3 receptor signature V 


PR01471E 5.41 7.44e-I0 765-780 
IPB001359H 22.58 7.77e-10 962-1012 
PR00209B 4.73 9.80e-10 752-770 
IPB001505A 18.04 1.17e-09 93-140 
PR00049D 0.00 2.22e-09 748-762 
IPB003861B 9.06 3.15e-09 763-777 
PR00049D 0.00 3.29e-09 972-986 
IPB001359H 22.58 3.88e-09 757-807 
PR01471E 5.41 4.03e-09 981-yyo 
PR014711} 5.41 4.2ie-Uy lUly-lU34 
IPB003861B 9.06 4.52e-09 754-768 


892 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 5.13e-09 485-524 
IPB001359H 22.58 5.19e-09 941-991 
PR01471E 5.41 5.99e-09 755-770 

BDAnCA? A 1 A C*7 C Q 1 a. ftO 1*71 10/1 

FKUU5U3A 14.5 / O.Me-Uy 3 / 1-354 
IPB001359H 22.58 7.03e-09 765-815 

TDT3001 lCQU 77 *\Q 7 01*»-ilQ 0*70^1090 


892 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 7.49e-09 239-260 


892 


PR01503 


Treacher Collins syndrome protein 
Treacle signature II 


PR01503B 3.77 7.64e-09 702-715 


892 


IPB000574 


Tymovirus coat protein 


IPB000574A 32.18 7.78e-09 254-301 


892 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.07e-09 255-267 

tyvt"»/\/\ i *^ r* f\T t^*% r* o ^ C ^ A A A"70 1 A*! O 

IPB001359H 22.58 8.25e-09 978-1028 
IPB001359H 22.58 8.51e-09 193-243 
IPB001359H 22.58 8.51e-09 745-795 
lri5U01359n ZZ.58 y.U4e-Uy /54-5U4 


892 


IPB001978 


Troponin 


PR00209B 4.73 9.90e-09 758-776 


893 


IPB003H2 


Olfactomedin-like domain 


TOOAAOl 10 Cyl /I /COa 11 1A1 191 

lrr>UU3ll2U 13.54 4.oye-33 343-353 
IPB003112E 16.12 5.24e-33 416-458 

lrDUU3llZi> 14.yi O.Oje-Z/ ZOy-oZU 

IPB003112D 17.44 9.58e-23 384-410 

TPROO^ 1 1 9 A 1 A AA 9 07f»-1 ^ 9^0-9 AS 


oyj 


D"DH1 AAA 

FKU1444 


"t \7v : \r 

Latrophilin receptor signature V 


PR 01 AMP 11 17 7 70*09 346-^61 


Ot\1 

893 


rR0l)952 


Type III secretion system inner 
membrane Q protein family signature 

Til 
111 


PPOOOOr 1 91 9*\ 9 OA/»-OQ 7_90 ' 


893 


IPB002862 


Protein of unknown function DUF16 


IPB002862C 11.30 9.59e-09 80-102 


894 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 4.12e-21 92-132 


894 


PR00290 


Kazal-type serine protease inhibitor 


T»T> AAOAA A 1*} OA 1 11 AO 1 AO 

PR00290A 13.80 3.61 e- 12 92-102 


894 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.36e-10 390-427 


894 


PR00450 


Recoverin family signature HI 


PR00450C 11.99 5.04e-09 182-203 


895 


IPB001511 


Aminotransferases class-I 


IPB001511B 11.54 3.14e-ll 177-191 


895 


PR00753 


1 -aminocyclopropane- 1 -carboxylate 
synthase signature V 


PR00753E 10.09 9.22e-ll 171-195 
IPB001511C 12.45 9.07e-10 243-256 


896 


IPB001781 


LIM domain 


IPB001781 11.42 3.37e-12 102-112 
IPB001781 11.42 2.04e-10 173-183 
IPB001781 1 1.42 4.60e-09 43-53 
IPB001781 1 1.42 7.90e-09 231-241 


896 


IPB003452 


Stem cell factor 


IPB003452C 13.68 9.29e-09 525-558 
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897 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 512-553 


897 


IPB001772 


Kinase associated domain 1 


IPB001772B 18.27 4.79e-24 409-454 


897 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 516-554 


897 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 518-567 


897 


IPB000959 


POLO box duplicated region 


TTiT3AAAA<A/-' H AQ O Ala 1< AQ1 S.A'X 


897 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.94e-15 586-623 
IPB001772E 24.88 2.25e-14 574-613 
IPB000961B 17.79 2.37e-14 412-443 

A A 11/IC A OA AC C OOa 1 A vlAACAA 

1P13UU1245A LLAi O.ooe-14 40UOUU 
IPB000961A 16.82 7.75e-14 355-389 
IPB001772C 20.66 9.62e-14 455-485 

TOOAA1 *7TAr\ 11 CI A 11 e% 11 <71 CfCI 

irijuuuyjytj id. Do o. ioe-ii hhh-ho 1 * 

rPRnn^S77D 71 53 6 02e-l 1 509-550 
IPB000861E 16.40 9.36e-l 1 399-444 


897 


TIYOAAAAAC 

IPBQ00095 


r AK-DOX IrL 1-KnO-Dinaing 


TPRfinftfl95F 1fi 47 9 65e-10 520-574 
TPB003527C 14 70 2 54e-09 452-500 
IPB000861D 13.61 2.99e-09 353-389 
IPB000961C 15.48 3.45e-09 467-501 


897 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 3.81e-09 467-485 
IPB000959D 27.01 5.31e-09 567-619 
IPB000959A 7.12 7.62e-09 356-368 


898 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 699-740 


898 


IPB001772 


Kinase associated domain 1 


TPR0fl1779R 1 8 97 4 79e-24 596-641 


898 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 703-741 


898 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 705-754 


898 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 8.03e-15 678-730 


898 


IPB003527 


MAP kinase 


IPB003527G 17.20 o.94e- 15 //i-oIU 
IPB001772E 24.88 2.25e-14 761-800 
IPB000961B 17.79 2.37e-14 599-630 
IPB001245A 22.45 6.88e-14 647-687 

flVDAAAAiCI A 1A CO 7 IK a. 1 A <AD 57£ 

IPB001772C 20.66 9.62e-14 642-672 
IPB001772D 21.67 4.73e-13 710-749 


898 


IPB003533 


Doublecortin 


IPB003533F 11.80 5.30e-12 161-194 

TTVOAAAACAD 1C HQ 1 1 O- 1 1 /T0 1 £71 

IPB00U959B 15.00 j.loe-11 031-0/ 1 
IPB001772A 13.64 5.22e-ll 540-571 
TDDnm^oin 71 ki a no<» 1 1 £Q£-7^7 

IrJoUUUoOliS lO.HU y.JOc-Li jou-oji 


898 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 9.65e-10 707-761 
IPB003527C 14.70 2.54e-09 639-687 
IPB000861D 13.61 2.99e-09 540-576 
IPB000961C 15.48 3.45e-09 654-688 


898 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 3.81e-09 654-672 
IPB000959D 27.01 5.31e-09 754-806 
IPB000959A 7.12 7.62e-09 543-555 
IPB003533E 7.28 8.25e-09 105-144 


900 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.00e-26 131-165 
IPB001073A 22.14 4.48e-20 85-119 


900 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 9.63e-20 54-107 


900 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 4.27e-19 55-107 
IPB000885B 19.15 7.48e-19 60-113 
IPB000885A 11.46 1.97e-18 62-99 
IPB000885A 11.46 2.94e-18 68-105 
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900 


PR00007 


Complement C1Q domain signature 

in 


PR00007C 16.13 3.67e-18 199-220 
IPB001442A 26.12 l.lle-17 64-116 
PR00007A 20.64 1.84e-17 124-150 
IPB001442A 26.12 1.87e-17 70-122 
IPB000885B 19.15 5.39e-17 57-110 
IPB000885A 11.46 6.96e-17 65-102 
IPB000885B 19.15 8.87e-17 51- 


900 


IPB000817 


Prion protein 


IPB000817A 8.34 3.27e-09 51-93 
IPB000885A 11.46 3.66e-09 19-56 
IPB001442A 26.12 4.13e-09 12-64 
IrBOOOoojr) ly.ij 4.1>e-uy zo-/y 

TDOftfiAOOC a 1 1 AA A 77p_n0 8£_19^ 
JUrJsUUUoo jA 1 1 .*K) c r. I fc-\)y oo- ilj 

IrOUU l*HtZ/\. ZO.IZ H.OJC'xfy Lnrl\3 

TDpnn \aa op i? * QQe-09 37-57 
IPB001442A 26.12 6.17e-09 21-73 
fPRftftORJttR 19 15 7 55e-09 36-89 
IPB001442B 12.38 7.57e-09 71-91 1 
IPB001442A 26.12 8.36e-09 9-61 
IPB001442B 12.38 8.54e-09 89-109 
IPB001073A 22.14 8.59e-09 30-64 
IPB000885B 19.15 8.69e-09 78-131 
IPB001442B 12.38 9.64e-09 74-94 


901 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074A 11.45 9.84e-09 7-24 


902 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 407-448 


902 


PR00209 


Alpha/beta gjiadin family signature II 


PR00209B 4.73 5.94e-12 427-445 


902 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D2.13 8.67e-ll 183-207 
IPB000135D 2.13 2.96e-10 184-208 


902 


1PB001580 


Calreticulin family 


JxoUUljoUr 2..y5 4.y4e-lU loy-Vyo 

IPB001580F 2.93 4.94e-10 190-199 

IPB002360C 15.36 5.93e-10 416-457 
IPB000135D 2.13 7.46e-10 186-210 

IPB000135D 2.13 9.22e-10 185-209 
TPRrtfWfiflr 1 S 36 1 50e-0Q 306-437 
IPB002360C 15.36 2.50e-09 415-456 
TPR00013Sn 7 13 3 55e-09 182-206 
IPB000135D 2 13 4 27e-09 188-212 
IPB000135D 2.13 4.91e-09 181-205 




LrO\JK)LJJ7 


oynapsin 


IPB001359H 22 58 5 19e-09 421-471 
IPB002360C 15.36 5.20e-09 404-445 


902 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 5.61e-09 184-219 
IPB002360C 15.36 5.70e-09 413-454 
IPB002360C 15.36 6.10e-09 389-430 


902 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 382-432 
IPB002360C 15.36 8.80e-09 419-460 


905 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 5.50e-13 37-51 


905 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 9.33e-10 5-18 


906 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 55-92 


908 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 1041-1067 
PR00457D 18.35 1.53e-20 1016-1036 
PR00457C 18.81 9.42e-15 998-1016 
PR00457G 14.17 4.48e-14 1221-1241 
PR00457H 14.82 5.85e-13 1292-1306 
PR00457F 14.42 6.32e-12 1094-1104 
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908 


IPB000483 


Leucine rich repeat C-tenninal 
domain 


IPB000483 11.18 1.00e-10 156-170 

PPftft4^TR 19 4** 9 9Qp-1ft 846-861 


908 i 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 352-389 
IPB003006B 20.23 8.92e-10 448-485 
TPRfifttfiftfitt 90 91 9 98^-1 0 2^9-296 


909 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 1072-1098 
PR00457D 18.35 1.53e-20 1047-1067 
PR00457C 18.81 9.42e-15 1029-1047 
PR00457G 14.17 4.48e-14 1252-1272 
PR00457H 14.82 5.85e-13 1323-1337 
PR00457F 14.42 6.32e-12 1125-1135 


909 


IPB000483 


Leucine rich repeat C^terminal 
domain 


nyDf\nn/ioi 11191 aa~ 1ft 187-9ft1 
LriJUUU4o3 11. 10 l.Uue-lU lo/-zui 

PR00457B 12.43 2.29e-10 877-892 


909 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 383-420 
TTJunmAn^n 9ft 91 8 Q9*».1 ft 47Q-5 1 6 
TPPftft^OfttfR 9ft 91 9 98e-10 290-327 


910 


PR00457 


Animal haem peroxidase signature V 


PPftft457P 10 07 8 4Sp-94 934-960 

PR00457D 18.35 1.53e-20 909-929 
PP004^7P 18 81 9 42e-15 891-909 
PR00457G 14.17 4.48e-14 1114-1134 
PR00457H 14.82 5.85e-13 1185-1199 
PR00457F 14 42 6 32e-12 987-997 
PR00457B 12.43 2.29e-l0 739-754 


A1 A 

910 


rati t\ f\i f\i\c 


lmmunogiODUun ana major 
histocompatibility complex domain 


IPB003006B 20 23 2 80e-10 329-366 
IPB003006B 20.23 8.92e-10 425-462 
IPB003006B 20.23 9.28e-10 236-273 


910 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 6.73e-09 73-86 


911 


PR00010 


Type II EGF-iike signature I 


PR00010A 12.91 7.75e-13 43-54 


911 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 5.45e-12 925-972 
IPB001862F 29.39 7.21e-12 559-606 


911 


1PB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.48e-12 117-132 
PR00010A 12.91 1.00e-ll 102-113 
PPftftftlftA 19 01 4 97ft-1 1 168-179 


911 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.00e-ll 88-96 
IPB001862F 29.39 8.70e-ll 846-893 


911 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 2.7U-10 843-867 
PR00010C 6.98 3.61e-10 122-132 


911 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881 A 8.72 4.21e-10 574-583 
IPB000152 8.86 4.66e-10 183-198 
IPB000561 4.89 4.75e-10 126-134 
IPB001881A 8.72 6.79e-10 940-949 
PR00010C 6.98 7.10e-10 877-887 

r»T» AAA1 A/~t £ no 1 CQ A 1 A A 0/lf\ 

PR00010C O.9o 7.0oe-lU 
PR00010C 6.98 1.22e-09 590-600 


911 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 1.34e-09 942-5*02 
IPB001881B 12 28 1 78e-09 183-194 
PR00764F 15.74 3.28e-09 576-596 
IPB000359A 23.24 3.35e-09 88-112 1 
IPB000561 4.89 4.21e-09 881-889 
IPB000152 8.86 4.79e-09 834-849 
IPB001862F 29.39 6.23e-09 91-138 
IPB001881A 8.72 7.00e-09 106-115 
IPB001881B 12.28 7.65e-09 117-128 
PR00010C 6.98 7.80e-09 84-94 


911 


EPB000033 


"Low-density lipoprotein (ldt) 
receptor, YWTD repeat" 


IPB000033B 7.05 8.34e-09 877-887 
IPB000152 8.86 8.58e-09 872-887 


911 


1PB003884 


Factor I membrane attack complex 


IPB003884F 16.26 8.71e-09 177-192 
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913 


IPB002151 


Kinesin light chain repeat 


IPB002151B 14.23 8.0 le-10 240-292 


913 


EPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421A 21.21 7.85e-09 43-62 


913 


IPB002360 


Involucrin 


IPB002360C 15.36 8.00e-09 373-414 


914 


IPB003117 ; 


Regulatory subunit of type II PKA R- 
subunit 


IPB003117C 17.01 1.00e-40 147-187 
IPB003117D 18.87 1.00e-40 198-238 
IPB003117G 17.45 8.50e-33 341-375 
IPB0031 17A 22.23 5.50e-26 24-56 
IPB003117B 18.84 5.85e-23 287-315 


914 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595C 23.31 6.82e-21 321-346 


914 


PR00103 


cAMP-dependent protein kinase 
signature II 


PR00103B 10.32 7.00e-18 173-187 
IPB000595B 15.72 7.50e-18 279-302 
IPB003117F 17.26 1.00e-17 323-337 
IPB000595B 15.72 4.43e-16 161-184 
PR00103A 9.07 7.75e-16 158-172 
IPB003117C 17.01 2.96e-15 265-305 
IPB003117D 18.87 4.14e-15 322-362 
PR00103E 12.91 5.91e-14 355-367 
PR00103D 10.18 2.93e-13 334-345 
IPB000595C 23.31 4.60e-13 197-222 
PR00103C 13.28 1.84e-ll 322-331 
PR00103D 10.18 2.98e-10 210-221 
IPB003117E 18.84 3.57e-lU IS /-loo 
IPB003117E 18.84 5.43e-10 275-303 
IPB003117F 17.26 1.50e-09 199-213 
PR00103A 9.07 8.11e-09 276-290 


915 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 4.94e-09 602-61 1 


916 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5. 50e-37 521-563 
IPB000907G 22.23 1.87e-34 371-413 
IPB000907F 21.29 1.00e-28 338-370 
IPB0009071 27.52 9.79e-28 460-513 


916 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e~22418-440 


916 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 373-393 
IPB000907C 16.09 7.17e-21 221-247 
IPB000907E 15.16 1.00e-18 296-320 
PR00467E 9.17 2.10e-17 293-312 
PR00467D 17.16 9.57e-17 196-217 
IPB000907D 18.70 2.67e-16 262-289 
PR00087A 20.06 3.52e-15 335-352 
PR00087B 13.69 5.11e-15 353-370 
IPB000907B 14.10 2.50e-13 160-175 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 434-450 
PR00467B 14.98 5.88e-12 57-76 

rKUU40/Ly 10.01 d.j/G-ii j to-jyj 

IPB000907A 16.20 4.21e-10 94-103 
PR00467C 9.34 7.65e-10 134-148 


917 


IPB000907 


Lipoxygenase 


IPB000907C 16.09 7.17e-21 194-220 
IPB000907E 15.16 1.00e-18 269-293 


917 


PR00467 


Mammalian lipoxygenase signature 
V 


PR00467E 9.17 2.10e-17 266-285 
PR00467D 17.16 9.57e-17 169-190 
IPB000907D 18.70 2.67e-16 235-262 
IPB000907B 14.10 2.50e-13 131-146 
PR00467A 8.38 3.29e-13 11-28 
PR00467B 14.98 5.88e-12 57-76 
IPB000907A 16.20 4.21e-10 94-103 
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918 


IPB000907 


Lipoxygenase 


IPB000907C 16.09 7.17e-21 223-249 
IPB000907E 15.16 1.00e-18 298-322 


918 


PR00467 


Mammalian lipoxygenase signature 
V 


PR00467E 9.17 2.10e-17 295-314 
PR00467D 17.16 9.57e-17 198-219 
IPB000907D 18.70 2.67e-16 264-291 
IPB000907B 14.10 2.50e-13 loU-l/-> 
PR00467A 8.38 3.29e-13 11-28 
PR00467B 14.98 5.88e-lZ o /-/o 

TOO AAAA A*7 A 1 £ OA A O 1 o~1 ft OA- 1 H'X 

IrBUUUyU/A 10. ZU 4.Z1C-1U yH-LVJj 

PR00467C 9.347.65e-10 134-148 


927 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 1.71e-31 37-79 
IPdOU17/4U iy.lo J.JZe-Z3 oo-izy 


927 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.57e-12 39-57 


927 | 


IPB000152 


Aspartic acid and asparagine 
hydroxylanon site 


IPB000152 8.86 1.00e-10 189-204 

rnnnn 1 nni/^ * o If 1 1 C n 1 A iCQ 1 1 A 

IPB001774C 18.25 2.15e-lU oo-HU 


927 


PR00010 


Type II EGF-like signature HI 


PR00010C 6.98 3.90e-10 113-123 


927 


IPB000359 


Cystine-knot domain i 


IPB000359A 23.24 4.86e-10 160-184 


927 


IPB000034 


Laminin B 


IPB000034C 12.97 6.42e-10 236-254 
PR00011B 13.08 7.88e-10 39-57 


927 


BPB000561 


EGF-like domain 


IPB000561 4.89 9.25e-10 46-54 


927 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886E 10.90 9.67e-10 44-60 
PR00010A 12.91 1.27e-09 174-185 
PR00010C 6.98 2.54e-09 194-204 


927 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 2.65e-09 201-248 
IPB000152 8.86 o.21e-09 1U8-123 
PR00011A 14.05 6.88e-09 39-57 


927 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.79e-uy Zdz-Z/ / 
IPB001862F 29.39 8.53e-09 163-210 
IPB000034A 22.21 9.00e-09 96-131 

TT10AAA1 CO O OiC A OOa AO 007 04.0 


927 


1PB001762 


Disintegrin 


[PB001762A 23.93 9.65e-09 126-166 


928 


PR00456 


Ribosomal protein P2 signature V 


PR00456E3.08 7.80e-09 1-15 


930 


IPB001248 


"Permeases for cytosine/purines, 
uracil thiamine, allantoin" 


IPB001248A 28.27 5.94e-10 238-273 


930 


IPB000390 


"Integral membrane protein, DUF7" 


IPB000390B 26.91 6.96e-10 217-271 


931 


IPB001359 


Synapsin 


IPB001359H 22.58 9.63e-10 47-97 


932 


PR00336 


Lysosome-associated membrane 
glycoprotein signature IV 


PR00336D 10.26 5.99e-09 2-24 


933 


IPB002467 


"Methionine aminopeptidase, 
subfamily 1" 


IPB002467C 17.56 2.29e-30 169-197 
IPB002467B 12.68 2.50e-23 143-164 
IPB002467F 18.38 1.71e-21 299-329 


933 


PR00599 


Methionine aminopeptidase- 1 
signature II 


PR00599B 10.21 8.00e-17 173-189 
IPB002467D 14.78 5.50e-15 242-267 
PR00599A 11.84 9.63e-14 151-164 
IPB002467E 1 1.05 7.75e-12 275-287 
PPflOSQQD 14 43 5 03e-10 273-285 
IPB002467A 15.75 2.87e-09 115-132 


933 


IPB001131 


Proline dipeptidase 


IPB001131D 11.56 5.18e-09 275-288 
IPB001131B 18.96 8.10e-09 173-194 


934 


IPB001463 


Sodium:alanine symporter family 


IPB001463A 16.70 5.87e-09 174-224 


938 


EPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478A 11.55 5.09e-09 119-129 
IPB001478B 6.12 1.00e-08 137-146 


940 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 9.26e-09 307-328 


941 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 527-550 


941 


EPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 237-256 


941 


IPB000152 


Aspartic acid and asparagine 


IPB000152 8.86 2.89e-14 110-125 
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hydroxylation site 




941 


EPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 192-203 

TWOAAAI CO O QC 1 nn» 1 1 11*7 o<o 

lrtjUUUljZ o.oo l.UUe-13 Z3 /-ZjZ 

TPDAAA1 <9 C C£ 1 M- 1 1 1 AO 9A7 

U'cUUuiDzo.oo i.oze-ij iyz-zu/ 
tphaairrip 19 oc a 7«.<»_ii 1 ia_i91 

JLrDwiOOlD IZ.Zo 4. /je-1 J llU-lZl 


941 


IPB001774 


Delta serrate ligand 


idpaa i hat* 1 r oc q i i*» n t) i i a 
ItdUUI / /40 lo. Zj y. lje-ij /z-114 

TPRAAAQQ8R 17 9A 1 AAp-19 410-422 


941 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 408-426 
tpraaaqqsp i r m ^Ap 1 1 A&A-A7Q 

IPB001881B 12.28 8.58e-ll 237-248 


941 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 144-160 


941 


PB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 81-89 


941 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


rDnnnnni^n n n< < i<o_ia 9A9 9«.9 
IrtSUUUUooo /.Uj j.jje-lu 

IPB000033B 7.05 5.97e-09 197-207 


941 


IPB000167 


Dehydrin 


fDDnftAKTA Q CO'7 I/la AO lO/L 1^1 

IrDUUUiO/A o.jo /.14e-uy 3Z4-jj1 


941 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 159-179 


942 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 532-555 


942 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 242-261 


942 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 115-130 


942 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 197-208 

mnAAAl d O 1 1 1 lyfl 1C7 

IPB000152 8.86 l.0ue-l3 242-257 
IPB000152 8.86 l.82e-l3 197-212 
IPB001881B 12.28 4.75e-13 115-126 


942 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 77-119 
IrBUOUyyoD l/.ZU l.UUe-lZ 41J-4Z/ 


942 


PR00020 


. — . 

MAM domain signature I 


DDAAAOA A OA /I O O CQ« 1 1 yin /I'll 

rKUUUZUA ZU.40 Z.ooe-ll 4i.5-4jl 

TDDAAAQOCr 1 IS « « Iftt* 1 1 A£Q A8A 

ijrouuuyyou io.uj j.jue-ii 4oy-404 

TPRAA1RR1R 10 98 R ^Rp-1 1 9A9-9S^ 
lrDUUloOliJ 1Z.ZO O.JOC-11 -£*rZ-x.Jj 


942 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 149-165 


942 


TDT3AAAC£1 


T*?/^ O 1 1 1 -.^ jj arum n \ v\ 

HOr-like domain 


rDDAAA<£1 A SO 1 95<» 1A R£_QA 

lroUUUjoi 4.oy j.zje-iu oo-y*f 


942 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, Y W 1 u repeat 


IPB000033B 7.05 5.35e-10 247-257 


y4Z 


rKUlZjo 


Otxl transcription factor signature II 


PPA19<AR ^ 09 9 A1«» AQ 93-' ; l5 

rKUizjoo j.yz z.uie-u^ zjoj 
IPB000033B 7.05 5.97e-09 202-212 

rKUlZDOO J.yz 0. i tOe-U5' ZH-JO 


y4Z 


tpqaaai <i 




Dehydrin 


TPRAAA1^7A R 7 1Aa_AQ ^90-l^fi 
lrDUUU io / A. o.jo / . m^-vy jZ7-jjo 


942 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 164-184 


A/11 

943 


TDDArtl DAO 

IPB002893 


MYND zmc ringer (Z.nr) domam 


TPDAAOQOI 1/C9C/l*C9o 1*7 0Q/C_1AAA 

UroUUZoyj lu.Zo 4.DZe-l / yoO-lUU4 


943 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


943 


IPB001487 


Bromodomain 


IPBu014o7d 17.44 1.3Ze-13 ZUZ-ZZ3 

TDDAA1 >< C7 A 1 1 AA Q 11a 1 0 1 "70 1 OA 

lrbUU14o/A 11.44 y.33e-iz i/o-iyo 


943 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


TnDAAI1 1 AD IO CO C 1 /l« 1 AO 

IPB002219B 12.53 5.14e-lU 94-lUy 


943 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 177-193 


y4j 


ipraa9rrq 


WjL/ uomain 


TPRAA98R0r 0 80 8 19p-09 769-78^ 

IPB002889B 11.76 9.91e-09 744-790 


944 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


944 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 


944 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 5.l4e-10 94-109 


944 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 177-193 


945 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 1032-1050 


945 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


945 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 
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945 




DV>rv«-Ks\1 oc+orc/Hiarvlolvrprnl hfndiTiP 
rilOrDOl esieia/ uldvyi^yvciui uuiuiiig 

domain 


IPB002219B 12.53 5.14e-10 94-109 


945 


PR005U5 


Dfnr^ *-> /-I yv> r\in GIOTlQTlTTf* 11 


PR00503B 10.44 7.38e-09 177-193 


945 


LPB0Q2889 


Wot flomam 


IPB002889C 9.89 8.12e-09 762-783 
IPB002889B 11.76 9.91e-09 744-790 


946 \ 


IPB002893 


MYNU zinc Anger aomam 


TPR002893 16 28 4 52e-17 1037-1055 


946 


IPB000313 


rWWr domain 


TPR000313A 8 15 6 88e-15 281-295 


946 


IPB001487 


Bromodomain 


TPR001487B 17 44 1 32e-13 207-228 
IPB001487A 11.44 9.33e-12 183-201 


946 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 5.14e-10 99-114 


946 


PR005O3 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 182-198 


946 


IPB002889 


WSC domain 


IPB002889C 9.89 8.12e-09 767-788 
TPRn098ROR 1 1 76 9 91e-09 749-795 


950 


PR00169 


Potassium channel signature VII 


PR00169G 11.30 5.96e-U 467-489 


950 


PR01333 


Two pore domain K+ channel 
signature I 


Ppnm^A 1 R 74. 7 ORe-1 0 479-507 
PR01333B 10.39 5. 95e-09 482-491 


950 


PR00206 


Connexin signature VI 


"DDnnofi^T? 1 5 £7 f\ 01 i»-flQ 4QR-591 


951 


IPB00I762 


Disintegrin 


TPRnni7fi9A 91 01 4 13e-23 441-481 


951 


IPB002870 


Reprolysin family propeptide 


TPRnfl9R7fVR 94 73 1 54e-20 1 14-152 


951 


PR00289 


Disintegrin signature I . 


PR00289A 14.29 1.16e-14 457-476 
IPB002870F 18.81 3.03e-14 385-409 
TPRnft9870P 1 1 Qft 2 46e-12 344-356 
IPB001762B 10.06 3.40e-12 488-498 
TPROftl 769 A 21 93 0 20e-l 1 409-449 


951 


TT\V\AAA1 O /\ 

IPB000130 


— ~ rz 

"Neutral zinc metallopeptidases, 
zinc-binding region" 


TPROOOnn 5 86 1 56e-10 342-352 


951 


PR00138 


Matrixin signature IV 


PR00138D 14.57 2.54e-10 342-367 
IPB002870D 16.31 4.77e-10 310-325 


951 


PR00480 


Astacin family signature II 


PR00480B 14.35 5.57e-10 337-355 


951 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.43e-10 5-28 


951 


IPB001818 


Matrixin 


IPB001818D 14.91 1.72e-09 336-367 
IPB002870A 12.22 6.54e-09 68-84 


951 


PR0I236 


Tumour necrosis factor beta 
(lymphotoxin-alpha) signature I 


rjDAI oi£ A /I Q7 7 AOo HQ 1 7 H 

rRulzioA4.yZ //fye-uy 1/OJ 
IPB002870C 11.01 9.64e-09 278-288 


953 


1PB000906 


ZU5 domain 


monnnorurc 07 1 1 < 1 1 OAR 9RR 
IPd00U9uoi1 zZ. 1 1 j.DDe-1 1 Z*ns-zoo 


953 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 251-263 

Tivr5nrirkfiA£T\ 11 OQ d <Oo 11 11 A 17fi 
IrDOOUyUDU Z3.oV O.jye-l 1 DIO-J /U 

PR01415A 12.73 7.11e-ll 184-196 

TJT> A1 A 1 C A 1 O 71 7 A1«» 111 19-1 fJL 

PRU1410A iZ.lo lA5t-vi ijz-ioh 
IPB000906F 35.93 5.85e-10 194-247 
PR01415B 10.23 5.88e-09 263-275 

Tt>DnnAon/^n 71 81 £ AQp.no Hft-17R 
lriiUUUyuOvJ zj.oj o.o^e-uy io 


953 


PR00898 


Vasopressin V2 receptor signature II 


PR00898B 4.91 7.69e-09 46-60 
IPB000906A 22.49 7.84e-09 177-219 


954 


IPB000471 


"Interferon alpha, beta and delta 
family" 


IPB000471A 27.36 3.61e-32 45-98 


954 


PR00266 


Interferon alpha and beta subunit 
signature I 


PR00266A 13.41 9.59e-14 67-79 


955 


PR0H36 


Gap junction alpha-6 protein (Cx45) 
signature I 


PR01136A 6.68 5.05e-09 203-209 


956 


PR00081 


Glucose/ribitol dehydrogenase family 
signature VI 


PR00081F 13.94 5.50e-13 152-172 
PR00081A 10.07 5.67e-13 34-51 
PR00081B 8.91 5.66e-ll 108-119 


956 


PR01397 


, '2,3-dihydro-2,3-dihydroxybenzoate 
dehydrogenase signature VI" 


PR01397F 12.91 9.53e-ll 168-187 
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956 


PR00080 


Short-chain dehydrogenase/reductase 
(SDR) superfamily signature I 


PR00080A 7.98 3.73e-09 108-119 
PR01397A 13.33 4.65e-09 39-56 


958 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 7.55e-13 30-52 


958 


PR00885 


Bacterial general secretion pathway 
protein H signature II 


rKUUooDo o.lo y.l4e-lU ^V4-4Uo 


958 


PR01319 


Glial cell line-derived neurotrophic 
factor receptor alpha 3 signature I 


PR01319A 3.85 3.93e-09 10-22 


959 


IPBOG0215 


Serpins 


IPB000215D 15.35 7.00e-22 224-250 
1PB00021513 lD.io o.Uoe-lo ivj-ily 
IPB000215C 13.90 4.75e-17 122-136 
IPB000215B 9.87 3.84e-12 95-107 


960 


IPB000215 


Serpins 


IPB000215D 15.35 7.00e-22 292-318 

TTVT"» fi/\/v* 1 C A 11 A1 A 1 O ~. OA Tl CSC 

IPB000215A 13.01 4.18e-20 73-90 
lrB0uu2l5iS 15.30 o.Uoe-lo i/3-3yf 
IPB000215C 13.90 5.82e-ll 190-204 


961 


IPB000215 ! 


Serpins | 

• 


IPB000215D 15.35 7.00e-22 292-318 

lrBUOUiijA U.Ul 4.1oe-ZU /D-yO 

IPB000215E 15.36 6.06e-18 373-397 

tdoaaaoi *\f~* 11 Q(\ A 7$e* 1*7 IQfLOO.4 

IPB000215B 9.87 3.84e-12 163-175 


962 


IPB000215 


Serpins 


IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
IPB000215C 13.90 4.75e-17 208-222 
IPB000215B 9.87 3.84e-12 181-193 


964 


IPB001762 


Disintegrin 


roDnnn/COA hi oi A lie 01 azh_aqh 


964 


IPB002870 


Reprolysin family propeptide 


IPB002870F 18.81 2.35e-l 9 402-426 
IPB002870E 11.90 3.37e-16 366-378 
IPB002870B 24.73 8.16e-16 145-183 


964 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 8.05e-14 789-813 


964 


PR00289 


Disintegrin signature I 


PR00289A 14.29 2.80e-13 473-492 
IPB000135D 2.13 6.08e-13 788-812 
IPB000135D 2.13 9.08e-13 785-809 
IPB000135D 2.13 2.30e-12 786-810 
IPB000135D 2.13 6.10e-12 787-8 11 
1PB000135D 2.13 6.75e-12 790-814 


964 


IPB001580 


Calreticulin family 


IPB001580F 2.93 5.50e-ll 794-803 
IPB002870A 12.22 8.80e-ll 100-1 lo 

TTtn/tft/Mlfn ^ 1 1 £ A — 1 A TOO OAT 

IPB000135D 2.13 3.64e-10 783-807 
IPB001762B lU.Uo 4.ooe-lU 3U4014 

mnAA 1 co AC O OO A OA a 1 A BA1 8 1 A 

IrBOOljoUr 2..y5 4.y4e-lU oUl-olU 

n>DAA1 KQf\T! O Q1 A OA*> 1 A 8A0-81 1 

Tt>tlAAA1 l^n *) 11 A AQp-10 78/1,, 808 
IrlJUUUlOOlJ Z. 10 0.l»e-lU /0*rOuO 

IPB000135D 2.13 9.71e-10 782-806 
IPB002870D 16.31 9.71e-10 332-347 
IPB001580F2.93 1.00e-09 798-807 


964 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.86e-09 364-374 
PR00289B 11.74 1.89e-09 502-514 
IPB002870C 11.01 3. 16e-09 300-310 


964 


IPB003191 


Guanylate-binding protein 


IPB003191N 9.33 3.37e-09 779-809 


964 


PR00480 


Astacin family signature II 


PR00480B 14.35 3.45e-09 359-377 


964 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 4.49e-09 777-812 


965 


IPB000329 


Uteroglobin family 


IPB000329A 11.99 3.57e-10 1-16 


965 


PR00486 


Uteroglobin signature I 


PR00486A 6.53 9.03e-09 2-16 


966 


IPB000407 


GDA1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15.11 5.50e-24 175-197 
IPB000407D 11.44 2.16e-14 216-229 
IPB000407B 8.75 3.86e-13 132-143 
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too AAA/f atc \tz a on. 10 >ioo ai& 
LPB0004U7r 10.53 3.89e-12 422-430 

IPB000407A 11.93 5.30e-12 56-67 , 

TDDAAA/ATl? 1 A AO O OA. 11 OytO 

UrDuUU4U/ii 19.US o.2Ue-ll 342-3jo 
IPB000407G 17.95 8.20e-ll 455-469 


967 


IPB001073 


Complement Clq protein 


TODrtAinTlD OA oo c io* Ol C\C 11A. 

IrBUOlO/oJcJ ZU.oo 5.7oe-Z3 90-13U 
IPB001073C.13.07 4.50e-13 163-182 

TDT3AA1 (YTX A U < 11 AO 1(\ 
irr5uUlU/jA ZZ.14 O.jDe-lO 4Z-/0 


967 


PKQ0OU7 


Complement C1Q domain signature 

n 


DD AAAAOTi 1 C £jy Q CAa 11 1 1 £ 11^ 

IPB001073D7.601.00e-ll 195-204 
PR00007D 9.66 2.00e-ll 193-203 
PR00007C 16.13 7.38e-ll 163-184 
PR00007A 20.64 9.32e-10 89-115 


970 


IPB000721 


Gag gene protein p24 (core 
nucleocapsid protein) 


EPB000721E 14.33 1.57e-12 525-538 


970 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.09e-ll 206-243 
IPB003006A 17.51 1.00e-10 160-182 


970 


BPB001020 


Histidine phosphorylation site in HPr 
protein 


IPB001020B 19.38 4.53e-09 378-416 


971 


IPB001759 


Pentaxin family 


IPB001759D 18.25 4.67e-33 409-447 


971 


PR00895 


Pentaxin signature V 


PR00895E 12.84 4.19&-18 417-436 
PR00895D 14.46 2.38e-17 397-416 
PR00895C 12.82 3.18e-17 370-388 
IPB001759C 13.49 4.30e-17 370-388 
IPB001759A 29.51 1.82e-14 113-147 
PR00895A 14.28 8.83e-13 305-319 
PR00895B 14.42 1.45e- 12 327-341 
IPB001759B 14.85 3.30e-ll 327-341 
IPB001759E 18.14 5.34e-ll 459-473 
PR00895F 15.89 9.5 Oe- 1 1 436-450 


973 


T T% f> f\ f\f\ ft ft J*\ 

IPB002889 


WSC domain 


IPB002889B 11.76 5.15e-13 453-499 
IPB002889B 11.76 l,55e- 12 445-491 
IPB002889B 1 1.76 4.18e-12 458-504 


973 


IPB001871 


bZIP (Basic-leucine zipper) 
transcription factor family 


IPB001871 8.42 8.65e-12 633-645 
IPB002889B 11.76 8.79e-12 447-493 
IPB002889B 1 1.76 9.89e-12 440-486 
IPB002889B 11.76 2.59e-ll 439-485 
IPB002889B 11.764.49e-ll 441-487 
IPB002889B 11.76 5.13e-U 454-500 
IPB002889B 11.76 5.87e-ll 437-483 
IPB002889B 11.76 6.72e-ll 448-494 


973 


PR00043 


Jun transcription factor signature II 


PR00043B 8.71 8.92e-ll 633-649 


973 


PR01449 


Calcium-activated BK potassium 
channel alpha subunit signature VIII 


PR01449H 2.34 9.85e-ll 468-483 
IPB002889B 1 1.76 2.19e-10 449-495 
IPB002889B 11.76 2.58e- 10 443-489 
IPB002889B 11.76 3.87e-10 456-502 
IPB002889B 11.76 4.46e-10 452-498 

ttyt»aaoooao 1 1 nc c A a** in AAA At\r\ 

IPB002889B 11.76 6.44e-10 444-490 


973 


IPB002546 


Myogenic Basic domain 


IPB002546E 13.48 9.04e-10 464-481 
IPB002889B 11.76 9.41e-10 457-503 
IPB002889B 11.76 1.00e-09 461-507 
IPB002889B 11.76 1.28e-09 436-482 


973 


EPB000684 


Eukaryotic RNA polymerase II 
heptapeptide repeat 


IPB000684L 3.49 2.10e-09 445-487 
IPB002889C 9.89 2.21e-09 466-487 
PR01449H 2.34 2.50e-09 469-484 
PR01449H 2.34 2.50e-09 472-487 
PR01449H 2.34 2.59e-09 466-481 
PR01449H 2.34 2.59e-09 467-482 
PR01449H 2.34 3.03e-09 463-478 
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IPB002889B 1 1.76 4.09e-09 438-484 
PR01449H 2.34 4.18e-09 461-476 
PR01449H 2.34 4.18e-09 464-479 
PR01449H 2.34 4.35e-09 473-488 
EPB002889B 11.76 4.47e-09 455-501 
PR01449H 2.34 4.53e-09 453-468 
IPB002889B 11.76 5.13e-09 442-488 
IPB002889B 11.76 5.3 le-09 431-477 
IPB002546E 13.48 5.50e-09 469-486 
IPB002889B 11.76 6.62e-09 463-509 
IPB002889B 11.76 7.19e-09 462-508 
IPB002889B 11.76 8. 69e-09 450-496 
IPB000684L 3.49 8.83e-09 447-489 


977 


IPB001359 


Synapsin 


IPB001359H 22.58 1.95e-15 545-595 


977 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 3.00e-13 2087-2112 
IPB000822 14.67 1.86e-ll 2476-2501 
IPB001359H 22.58 4.46e-U 539-589 
IPB000822 14.67 5.29e-ll 2362-2387 
IPB000822 14.67 6.57e-ll 472-497 
IPB000822 14.67 8.71e-ll 2253-2278 


977 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 9,02e-ll 540-554 
PR00049D 0.00 9.17e-ll 541-555 


977 


IPB003861 


E4 protein 


IPB003861B 9.06 1.43e-10 547-561 


977 


IPB002999 


Tudor domain 


IPB002999C 10.33 2.00e-10 546-555 
IPB000822 14.67 2.29e-10 110-135 
IPB001359H 22.58 2.67e-10 537-587 


977 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.45e-10 2473-2486 
IPB001359H 22.58 5.08e-10 551-601 
IPB001359H 22.58 5.36e-10 541-591 


977 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 6.94e-10 545-570 
IPB000822 14.67 1.00e-09 602-627 
PR00049D 0.00 2.98e-09 538-552 
PR00049D 0.00 3.29e-09 539-553 


977 


IPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 3.72e-09 192-205 
PR00049D 0.00 3.90e-09 543-557 


977 


IPB000413 


Integrins alpha chain 


IPB000413A 13.51 4.33e-09 1509-1519 
IPB001359H 22.58 4.41e-09 547-597 
PR00049D 0.00 4.8 le-09 537-551 


977 


PR00021 


Small proline-rich protein signature I 


PR00021A 3.31 5.38e-09 538-550 
IPB000822 14.67 5.50e-09 1894-1919 
IPB000822 14.67 5.88e-09 1579-1604 
IPB001359H 22.58 5.89e-09 543-593 
PR00049DO.0O 6.03e-09 191-205 
IPB000822 14.67 6.62e-09 1662-1687 


977 


PR00239 


Molluscan rhodopsin C-terrninal tail 
signature V 


PR00239E 1.29 6.97e-09 542-553 
IPB000822 14.67 7.00e-09 2053-2078 
IPB001359H 22.58 7.03e-09 546-596 
PR00048B 5.527.50e-09 2100-2109 
IPB002999B 7.50 7.55e-09 545-553 
EPB002999B 7.50 7.55e-09 546-554 
IPB000822 14.67 8.12e-09 2116-2141 
IPB000822 14.67 8.50e-09 1267-1292 


977 


PR00776 


Hemoglobinase (C13) cysteine 
protease signature IV 


PR00776D 11.72 8.62e-09 2447-2466 
IPB001359H 22.58 8.95e-09 558-608 
IPB002000D 5.87 9.49e-09 542-555 


977 


PR00211 


Glutelin signature II 


PR00211B 0.86 9.92e-09 551-571 
IPB000822 14.67 1.00e-08 1032-1057 
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980 


PR00834 


HtrA/DegQ protease family signature 

in 


PR00834C 15.48 6.81e-20 237-261 
PR00834D 11.75 9.45e-18 275-292 


980 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 6.52e-17 73-113 
PR00834B 10.17 6.63e-l4 196-216 
PR00834E 13.43 9.13e-13 297-314 


980 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 1.94e- 12 23-39 


980 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 3.32e-12 280-296 
PR00834F 11.11 3.25e-ll 389-401 
PR00834A8.79 5.83e-ll 175-187 
IPB000126A 11.75 5.69e-10 173-188 


980 


PR00290 


Kazal-type serine protease inhibitor 
signature II 


PR00290B 16.63 2.80e-09 84-95 


980 


PR00722 


Chymotrypsin serine protease family 
(SI) signature m 


PR00722C 10.74 4.10e-09 283-295 


980 


PR01424 


Transforming growth factor beta 1 
precursor signature I 


PR01424A 6.58 8.24©-09 8-27 


980 


IPB001489 


Heat-stable enterotoxin 


IPB001489 13.51 8.78e-09 26-38 


981 


PR00792 


Pepsin (Al) aspartic protease family 
signature I 


PR00792A 11.02 5.32e-17 80-100 


981 


IPB001969 


Eukaryotic and viral aspartic protease 
active site 


IPB001969A 16.37 5.15e-13 87-103 
PR00792D 11.77 1.00e-12 395-410 
PR00792C 8.65 6.29e-12 312-323 
IPB001969A 16.37 7.00e-10 310-326 


982 


1PB000917 


Sulfatase 


IPB000917A 9.52 5.26e-10 44-55 


984 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e-17 103-117 


984 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 1.39e-15 99-113 
IPB000834C 17.20 2.80e-15 172-188 
IPB000834G 14.46 4.50e-15 318-333 
IPB000834D 18.95 4.72e-12 199-225 
PR00765D 14.06 9.45e-12 233-246 
PR00765C 10.88 1.82e-10 179-187 
IPB000834F 12.40 4.21e-10 285-297 
IPB000834E 9.80 2.15e-09 228-242 


985 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e-17 103-117 


985 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 1.39e-15 99-113 
IPB000834C 17.20 2.80e-15 172-188 
IPB000834G 14.46 4,50e-15 318-333 
IPB000834D 18.95 4.72e-12 199-225 
PR00765D 14.06 9.45e-12 233-246 
PR00765C 10.88 1.82e-10 179-187 
IPB000834F 12.40 4.21e-10 285-297 
IPB000834E 9.80 2.15e-09 228-242 


986 


IPB002871 


NifU-like N terminal domain 


IPB002871C 16.51 1.60e-33 81-113 
IPB002871D 14.11 6.87e-21 131-153 
IPB002871A 14.39 2.17e-17 35-50 
IPB002871B 12.43 6.79e-14 62-74 


990 


PB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.29e-ll 94-119 


990 


PR00048 


C2H2-type zinc finger signature II 


PR00048B 5.52 9.50e-09 107-116 


991 


IPB003527 


MAP kinase 


IPB003527D 21.53 5.58e-23 185-226 
IPB003527G 17.26 8.24e-22 285-322 
IPB003527C 14.70 3.05e-19 124-172 


991 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 5.50e-17 132-172 
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991 




rULAJ DOX aupiicatea region 


IPB000959B 15 68 7 19e-17 116-156 
IPB001245B 21.68 1.39e-15 192-230 


991 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 3.92e-14 127-157 


991 


IPB000095 


rAiv-DOX irJL i-Kno-Dinaing 


IPRn00OQ5C 13 36 7 91e-13 46-82 
IPB003527A 17.00 6.14e-12 26-51 


991 


IPB000861* 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 7.44e-12 194-243 


991 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.91e-ll 188-229 
IPB003527B 11.51 9.15e-ll 98-116 


991 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 9.10e-10 139-157 
IPB000961C 15.48 8.83e-09 139-173 


992 


PR01432 


Rabaptin signature XI 


PR01432K 2.19 8.43e-09 976-998 


994 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 7.26e-29 175-209 


994 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.93e-27 75-127 


994 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 2.83e-26 74-127 
IPB000885B 19.15 7.37e-23 80-133 
IPB001442A 26.12 7.39e-23 72-124 
BPB000885B 19.15 8.75e-23 77-130 
IPB000885A 11.46 1.79e-21 82-119 
IPB001073A 22.14 2.24e-21 78-112 
IPB000885A 11.46 3.84e-21 79-116 
IPB000885A 11.46 5.11e-21 76-113 
IPB000885B 19.15 5.89e-21 71-124 
IPB000885B 19.15 7.56e-21 68-121 
IPB001442A 26.12 8.15e-21 66-118 
IPB001442A26.12 8.40e-21 69-121 
IPB000885B 19.15 2.97e-20 62-115 
IPB001442A 26.12 3.72e-20 78-130 
IPB000885A 11.46 4.00e-20 70-107 
IPB001442A 26.12 5.62e-20 63-115 


994 


PR00007 


Complement C1Q domain signature I 


PR00007A 20.64 6.54e-20 168-194 
IPB000885A 11.46 8.20e-20 73-110 
IPB001442A 26.12 9.64e-20 84-136 
IPB001442A 26.12 3.69e-19 87-139 
IPB001442A 26.12 5.09e-19 60-112 
IPB001442A 26.12 7.43e-19 81-133 
IPB000885B 19.15 3.81e-18 83 


994 


IPB000817 


Prion protein 


IPB000817A 8.34 9.51e-10 76-118 
IPB001442B 12.38 1.00e-09 106-126 
1PB000885A 11.46 4.12e-09 58-95 
IPB001442B 12.38 5.01e-09 97-117 
IPB000817A 8.34 6.12e-09 77-119 
IPB001442B 12.38 7.32e-09 73-93 
IPB000885A 11.46 /.J4e-uy 1U0-14J 
IPB001442B 12.38 7.93e-09 70-90 
IPB000885A 11.46 8.16e-09 55-92 
IPB000885B 19.15 8.77e-09 101-154 
IPB000817A 8.34 9.43e-09 65-107 


996 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.24e-10 311-348 


997 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 7.84e-30 1077-1112 
IPB001895D 18.68 1.00e-20 1174-1197 


997 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 1.00e-18 377-402 
IPB001895B 16.80 3.10e-15 1005-1025 
IPB001331B 19.33 7.00e-09 326-341 


999 


IPB002360 


Involucrin 


IPB002360C 15.36 3.70e-09 198-239 
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999 


IPB000135 


High mobility group proteins HMG1 


IPB000135D 2.13 3.91e-09 202-226 


999 


PR00169 


Potassium channel signature I 


PR00169A 17.48 5.50e-09 68-87 


999 


PR01083 


Lymphocyte-specific protein 
signature I 


PR01083A 8.60 9.61e-09 214-237 


1001 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.11e-09 788-822 


1001 


IPB000221 


Protamine PI 


rDTJAAAOO 1 ^ AS 1 AAa-AQ OA 5 071 

irisuuuzzi jAo /.4oe-uy 1 
IPB000221 5.48 8.85e-09 831-857 


1002 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 6.47e-10 52-79 


1002 


IPB001841 


RING finger 


mnnni OA 1 1 A CC\ 1 QAa. AA 1 1 1S. 

IPBUUlo41 1U.09 J.o4e-Ul/ 1ZO-13D 


1002 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.11e-09 997-1031 


1002 


IPB000221 


Protamine PI 


IPB000221 5.48 7.46e-09 1154-1180 

mnAAA^^l c A O o OC„ Art 1 A/1 A 1 C\C.£L 

IPB000221 5.48 8.85e-09 104O-10oo 


1003 


PR00320 


G protein beta WD-40 repeat 
signature I 


nnAAi^n A 11 if >l oo„ 1111 ^1 11 AC 

PR00320A 13.15 4.32e-12 1132-1140 

T»TJ AAIOAO 1 1 1 1 An. 1111 11 1 1 Ad 

PR0U3ZUC 1 Z.3Z 3. 14e-l 1 11 3Z- 1140 
PR00320B 12.82 7.55e-ll 1132-1146 
PR00320A 13.15 8.92e-10 1091-1105 
PR00320C 12.32 1.33e-09 1091-1105 


1003 


EPB001680 


G-protein beta WD-40 repeats 


mnAm ron i a ai 1 A AO 1 1 1A 1 1 AK 
JLPBOUlOoU 1U.43 1.4je-Uy 1134-1143 

PR00320B 12.82 2.24e-09 1091-1105 
PR00320A 13.15 4.86e-09 789-803 


1003 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.82e-09 1154-1170 


1004 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 21-37 


1004 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 80-105 


1006 


IPB000008 


C2 domain 


IPB000008C 23.37 8.91e-26 323-362 
IPB000008D 14.83 1. 23 e- 12 378-396 
IPB000008B 17.91 3. 09e-09 281-298 
IPB000008E 14.84 3.90e-09 401-411 


1007 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D2.13 5.91e-ll 877-901 
IPB000135D 2.13 7.44e-ll 885-909 
IPB000135D2.13 7.85e-ll 887-911 
IPB000135D 2.13 3.05e-10 883-907 
IPB000135D 2.13 5.11e-10 881-905 
IPB000135D2.13 8.14e-10 888-912 
IPB000135D 2.13 2.27e-09 876-900 
IPB000135D 2.13 2.27e-09 882-906 
IPB000135D 2.13 2.36e-09 880-904 


1007 


PR00806 


Vinculin signature IV 


PR00806D 11.95 3.78e-09 564-579 
IPB000135D 2.13 3.91e-09 874-898 
IPB000135D 2.13 4.45e-09 889-913 
IPB000135D 2.13 6.36e-09 884-908 
IPB000135D 2.13 7.00e-09 879-903 
IPB000135D 2.13 7.18e-09 886-910 


1008 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 8.85e-21 560-584 
IPB000135D 2.13 2.47e-19 559-583 
IPB000135D 2.13 7.87e-19 561-585 
IPB000135D 2.13 8.53e-19 563-587 
IPB000135D 2.13 9.35e-19 558-582 
IPB000135D 2.13 7.25e-18 564-588 
IPB000135D 2.13 7.43e-17 55 


1008 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 6.81e-10 560-587 


1008 


IPB003874 


CDC45-like protein 


EPB003874C 5.49 1.24e-09 571-582 


1008 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 3.49e-09 538-585 
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1 AflB 


ir dUUUo3 / 


riivivj-i ana nivivj- 1 i^iNA-oinuing 
domain (A+T-hook) 


TPR0006T7B 14 21 5. 64p-0Q 568-586 I 
IPB000135D 2. 13 6.09e-09 545-569 ! 


1008 


IPB001580 


Calreticulin family 


IPB001580F 2.93 9.10e-09 573-582 


1009 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 281-298 
PR00405A 18.83 3.86e-14 262-281 


1009 


PR00452 


SIB domain signature II 


PR00452B 11.47 9.70e-10 895-910 
rKUU4Uju lo.iD 3.ioe-uy 3UZ-3/J 


1009 


IPB003134 


Repeat in HSl/Cortactm 


TD"DAA113ilIJ 10 Afi A 07o AO R8A-Q9Q 


1009 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.71e-09 335-347 


1011 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


TTIT5 AA1 AAfD OA AO O 11= 1A *>1 Q ACC 

IPBQQSUUoB 20.23 o. /le-12 21o-2jD 
IPB003006B 20.23 9.14e-12 511-548 
IPB003006B 20.23 1.00e-ll 318-355 


1011 


PR01536 


Interleukin-1 receptor type I and type 
n family signature DI 


PR01536C 19.92 9.23e-ll 617-640 
IPB003006B 20.23 o.40e-10 124-101 
IPB003006B 20.23 9.64e-10 610-647 
IPB003006B 20.23 7.58e-09 21-58 
IPB003006B 20.23 8.62e-09 416-453 
PR01536C 19.92 9.19e-09 225-248 


1015 


IPB002048 


EF-hand family 


IPB002048 7.91 2.29e-ll 147-159 


1015 


PR00450 


Recoverin family signature III 


PR00450C 1 1.99 1.58e-09 33-54 
IPB002048 7.91 8.58e-09 74-86 


1016 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846E 18.41 1.00e-40 136-174 
IPB003846F 24.67 9.36e-3l 175-210 
IPB003846D 28.31 1.61e-17 52-94 
IrBQ03o4oVj 13.31 j.\)yQ-\)y 200-Z/o 


1017 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846C 15.01 1.00e-40 176-219 
IPB003846E 18.41 1 .00e-40 468-506 
IPB003846F 24.67 9.36e-31 507-542 
IPB003846D 28.31 7.86e-25 235-277 
IPB003846B 13.03 2.00e-ll 148-159 

mT> AA*5 O A £L K C OA 1 AC-, 11 1 A(\ \AH 

IrB0U3o4oA 5.yy 3.25e-ll 14U-140 
IPB003846G 13.31 5.09e-09 600-610 


1017 


PR01548 


Meiotic recombination protein 
reel 14 signature I 


PR01548A 10.11 6.52e-09 238-258 


1018 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.12e-16 236-259 


1018 


PR00238 


Opsin signature II 


PR00238B 16.77 4. 52e- 14 208-220 
PR00237D 9.76 7.92e-14 186-207 
PR00237B 12.45 1.39e-13 105-126 
PR00237F 14.34 1.67e-13 294-318 
PR00237C 14.77 2.00e-13 150-172 
PR00237G 19.23 4.00e-13 332-358 


1018 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276B 4.97 6.62e-13 244-255 
PR00237A 9.81 7.00e-12 72-96 
IPB000276A 11.56 5.24e-ll 164-175 
tddaaao^t"* o aci a o<» i a iaoj45r 

PR00238A 12.47 6.65e-09 93-105 


1018 


PR00667 


Retinal pigment epithelium-retinal 
GPCR signature II 


PR00667B 10.86 8.80e-09 91-106 


1019 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 2.80e-13 378-391 
PR00019B 11.42 2.33e-10 131-144 
PR00019B 11.42 6.33e-10 375-388 
PR00019B 11.42 3.73e-09 225-238 
PR00019B 1 1.42 4.00e-09 249-262 
PR00019A 11.72 4.55e-09 252-265 
PR00019A 11.72 8.09e-09 134-147 


1021 


IPB001895 


Guanine-nucleotide dissociation 


IPB001895C 20.83 3.00e-28 984-1019 
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stimulators ^ivozj idniiiy 


IPB001895D 18 68 8 56e-17 1082-1105 
IPB001895B 16.80 4.30e-15 913-933 


1021 


IPB000595 


Cvclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 355-378 


1021 


1PJ3U03351 


Disneveiiea specinc aomain 


TPB003351F 12 17 4 43e-10 615-641 


1021 


IPB001478 


PDZ domain (also known as DHR or 

/-it /-irrv 

GLGF) L 


IPB001478B 6.12 3.25e-09 625-634 


1021 


PR00834 


HtrA/JJegy protease iamiiy signature 

\rr 
VI 


PRftOfttdF 11116 0^e-09 621-633 \ 


1022 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 3.00e-28 934-969 
IPB001895D 18.68 8.56e-17 1032-1055 
IPB001895B 16.80 4.30e-15 863-883 


1022 


BPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-U 305-328 


1022 


IPB003351 


Dishevelled specific domain 




1022 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 3.25e-09 575-584 


1022 


PR00834 


HtrA/DegQ protease family signature 
VI 


PR00834F 11.11 6.03e-09 571-583 


1024 


PR00907 


Thrombomodulin signature VIII 


PR00907H 1.34 7.64e-09 376-400 


1025 


PR00907 


Thrombomodulin signature VIII 


PR00907H 1.34 7.64e-09 338-362 


1027 


IPB003452 


Stem cell factor 


1PB003452A 12.58 1.00e-40 1-41 
IPB003452D 16.80 1.00e-40 173-211 
IPB003452C 13.68 6.76e-37 131-164 
IPB003452B 19.11 2.09e-18 53-101 
IPB003452B 19.11 8.06e-17 43-91 


1028 


PR00205 


Cadherin signature 11 


PR00205B 20.09 l.OOe-19 150-179 
PR00205D 12.22 9.3 le-19 238-257 
PR00205F 19.57 3.37e-17 316-342 
PR00205B 20.09 6.67e-16 374-403 
PR00205B 20.09 2.20e-15 259-288 
PR00205A 17.38 6.82e-14 90-109 
PR00205F 19.57 1.00e-13 97-123 

nnnninrr 1 f> n ZT 1*3 /in A CI 

PR00205F 19.57 6.70e-13 427-453 


1028 


IPB002126 


Cadherin domain 


IPB002126A 14.68 9.40e-13 101-117 
IPB002126B 12.04 1.75e- 12 247-264 
PR00205G 13.05 4.30e- 12 241-258 
PR00205G 13.05 4.65e-ll 499-516 
IPB002126B 12.04 1.29e-10 138-155 
PR00205E 10.82 2.17e-10 372-385 
PR00205E 10.82 3.35e-10 257-270 
IPB002126A 14.68 6.09e-10 431-447 
PR00205D 12.22 6.55e-l 0496-515 
PR00205A 17.38 3. 12e-09 420-439 
PR00205D 12.22 5.33e-09 129-148 


1029 


PR00205 


Cadherin signature II 


PR00205B 20.09 l.OOe-19 150-179 
PR00205D 12.22 9.31e-19 238-257 

rKUUzlOr Ly.j/ J.j/e-I/ ^10O*fZ 

PR00205B 20.09 6.67e-16 374-403 
PR00205B 20.09 2.20e-15 259-288 
PR00205A 17.38 6.82e-14 90-109 
PR00205F 19.57 1.00e-l 3 97-123 
PR00205F 19.57 6.70e-13 427-453 


1029 


IPB002126 


Cadherin domain 


IPB002126A 14.68 9.40e-13 101-117 
IPB002126B 12.04 1.75e-12 247-264 
PR00205G 13.05 4.30e-12 241-258 
PR00205G 13.05 4.65e-ll 461-478 
IPB002126B 12.04 1.29e-10 138-155 
PR00205E 10.82 2.17e-10 372-385 
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PR00205B 10.82 3.35e-10 257-270 
IPB002126A 14.68 6.09e-l 0431-447 
PR00205D 12.22 6.55e-10 458-477 
PR00205A 17.38 3.12e-09 420-439 
PR00205D 12.22 5.33e-09 129-148 


1030 


PR00124 


ATP synthase C subunit signature I 


PR00124A 8.69 9.33e-10 41-60 




JrlvUl lO 1 


PnnnpYin^fi ( Cx36^ signature II ■ 


PR01131B 3.45 3.17e-09 58-70 
PR00124A 8.69 6.70e-09 43-62 


1030 


IPB003836 


Glucokinase 


IPB003836D 23.37 7.59e-09 48-81 


1030 


PR01516 


Kv4.1 voltage-gated K+ channel 
signature VII 


PR01516G 4.80 8.98e-09 79-90 


1031 


IPB000180 


Renal dipeptidase 


DPB000180B 21.72 7.92e-34 242-281 
IPB000180A 30.29 1.00e-33 172-215 
IPB000180C 22.01 5.67e-27 287-321 


1032 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 325-364 
IPB002027C 19.67 2.74e-22 244-282 
DPB002027A 18.88 3.77e-16 47-75 
TPR002027B 12 67 7 97e-12 180-199 


1033 


IPB000559 


Formate-tetrahydrofolate ligase 


IPB000559C 13.05 l.OOe-40 453-502 
IPB000559F 12.78 l.OOe-40 653-703 
TPR000559G 15 54 1 00e-40 707-755 
IPB000559D 22.27 4.33e-37 554-594 
IPB000559E 17.08 7.39e-36 595-636 
IPB000559K 15.77 8.96e-35 933-968 
IPB000559B 12.60 2.88e-32 413-441 
IPB000559J 17.25 5.94e-32 900-932 
IPB000559H 20.31 2.72e-26 770-810 
IPB000559A 24.17 6.11e-25 368-412 
IPB0005591 15.05 6.35e-18 856-880 


1033 


PR00085 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 
family signature III 


PR00085C 13.81 5.70e-14 169-190 
PR00085B 16.65 1.23e-09 136-163 


1034 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 1.00e-ll 378-400 


1035 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 2.40e-12 911-936 


1035 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 4.81e-09 1125-1139 


1035 


PR00834 


HtrA/DegQ protease family signature 
VI 


PR00834F 11.11 5.24e-09 82-94 
PR00049D 0.00 5.73e-09 147-161 


1035 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 7.19e-09 86-95 




TPB002532 


Hantavirus eivcoorotein G2 


IPB002532J 16.97 8.37e-09 936-972 


1035 


PR00554 


Adenosine A2B receptor signature II 


PR00554B 12.52 8.85e-09 724-732 


1fYV7 


PRflO^Qft 
ri\vuj7U 


Phnsnholina^e C signature I 


PR00390A 14.24 6.34e-20 295-313 


1037 


IPB002048 


EF-hand family 


IPB002048 7.91 3.84e-09 147-159 






fYlfartnrv rwj>ntnr cionfltiH*fi TTT 
VJllavUJl y igvv^hui dlgUakUl v 111 


PR00245C 14.65 5.26e-17 175-191 
PR00245E 8.96 2.73e-13 282-293 
PR00245B 13.73 1.39e-12 128-140 
PR00245D 9.34 9.33e-ll 235-244 


1039 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 1.47e-10 117-128 
PR00245A 10.98 8.80e-10 91-102 
IPB000276D 9.40 9.61e-10 281-297 


1039 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 5.50e-09 54-65 


1039 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.70e-09 50-62 


1039 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.16e-09 58-79 
PR00237E 13.03 8.20e-09 198-221 


1039 


IPB003211 


AmiS/Urel family transporter 


LPB003211A 15.05 9.43e-09 27-66 
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1040 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367C 20.73 1.00e-40 428-478 
TDnnrwj/^n is ai 1 fin«»_d.n 470 ^71 

EPB003367E 16.82 1.00e-40 522-569 
IPB003367F 16.21 1.00e-40 580-629 
IPB003367G 17.08 1.00e-40 630-671 
IPB003367H 15.25 1.00e-40 672-704 


1040 


EPB001881 


' : — : r1 — -j : 

Calcium-binding EGF-uke domain 


TDQftni 881 PI 17 7R 4 70p»-1 1 ^fTC-114 

IPB003367E 16.82 5.67e-ll 404-451 
IPB003367C 20.73 5.96e-ll 510-560 
IPB003367E 16.82 6.83e-ll 425-472 
TTOftft^fW 70 73 7 lRf»-10 5RR-638 
TPR00^^fi7r 70 71 6 15e-10 548-598 


1040 




1 nromDOSponum iN-ienninai -iikc 
domains 


rPR0n^1?0R 71 10 7 86e-10 33-58 
IPB003367C 20.73 8.46e-10 451-501 
IPB003367E 16 82 8 88e-10 560-607 
IPB003367C 20.73 6.20e-09 392-442 
IPB003367E 16.82 6.95e-09 463-510 


1040 


TPB001 774 


Delta serrate Hfrand 


IPB001774D 19.23 9.91e-09 226-272 


104? 


TPR00010Q 


PTR nentide tr an snorters (PTR2 1 


IPB000109D 25.09 6.67e-32 430-477 
IPB000109B 29.23 4.18e-23 67-119 
IPB000109A 10.85 3.79e-15 44-62 
IPB000109C 8.21 7.00e-14 195-207 ! 


1042 


PR00308 


Type I antifreeze protein signature EI 


PR00308C 2.79 2.78e-09 20-29 


1042 


PR01471 


Histamine H3 receptor signature II 


PR01471B 12.38 9.63e-09 24-42 


1043 


[PB003104 


Formin Homology 2 Domain 


IPB003104B 18.83 6.87e-21 785-814 
IPB003104C 20.33 1.27e-14 957-984 


1043 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 3.25e-09 545-579 


1043 


IPB001359 


Synapsin 


IPB001359H 22.58 7.99e-09 553-603 


1043 


PR01471 


Histamine H3 receptor signature V 


PR01471E 5.41 8.14e-09 543-558 


1044 


IPB001909 


KRABbox 


IPB001909 17.37 6.32e-28 10-44 


1044 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 9.10e-22 592-617 
IPB000822 14.67 9.18e-21 228-253 
IPB000822 14.67 5. 5 Oe- 19 452-477 
IPB000822 14.67 6.25e- 19 284-309 
IPB000822 14.67 7.23e-18 368-393 
IPB000822 14.67 9.31e-lo 144-loV 
IPB000822 14.67 2.29e-17 536-561 
IPB000822 14.67 8.07e-17 480-505 
IPB000822 14.67 9.36e-17 256-281 
IPB000822 14,67 2.20e-16 340-365 
IPB000822 14.67 5.20e-16 172-197 
IPB000822 14.67 5.2ue-lo zUU-zZj 
IPB000822 14.67 5.80e-16 564-589 
IPB000822 14.67 8.20e-16 396-421 
TPR0O0R77 14 67 8 R0e-16 424-449 
IPB000822 14.67 3.25e-15 508-533 
IPB000822 14.67 4.94e-15 620-645 


1044 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 589-602 
PR00048A 9.94 6.40e-15 253-266 
IPB000822 14.67 1.00e-14 312-337 
PR00048A 9.94 5.15e-14 533-546 
PR00048A 9.94 6.79e-13 393-406 
IPB000822 14.67 7.50e-13 116-141 


1044 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 9.86e-13 580-619 
PR00048A 9.94 1.53e-12 477-490 
PR00048A 9.94 5.24e-12 561-574 
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PR00048A 9.94 5.76e-12 225-238 
IPB001275 19.17 8.66e-12 244-283 
PR00048A 9.94 9.47e-12 281-294 
PR00048A9.94 1.00e-ll 141-154 


1 f\AA 

1044 


JLr dUU I LLL 


"TT7TTQ <7tnr> riKhnTi domain 


IPB001222 24.63 5.69e-09 116-152 
PR00048B 5.52 7.00e-09 493-502 
PR00048A 9.94 7.37e-09 421-434 
PR00048A 9.94 9.25e-09 449-462 
IPB00 1222 24.63 9.49e-09 144-180 


llrrn 


TPR009R01 


Aspartate carbamoyl transferase 
te<nilatorv chain 


IPB002801C 14.18 9.50e-09 254-270 
PR00048B 5.52 9.50e-09 381-390 


1046 


IPB003137 


Protease associated (PA) domain 


IPB003137 22.40 2.50e-19 188-218 


lUnO 




ot/ixia uuuicuii 


IPB001627J 11.43 2.40e-ll 403-419 
IPB001627K 13.76 6.58e-ll 477-489 


llrrO 


JUT DU va 1 U.J 


PleYTn reneat 

X IwAUl 1 wpwul 


IPB002165D 14.72 7.91e-ll 477-489 


1049 


IPB000243 


Proteasome B-type subunit 


IPB000243C 13.61 8.80e-09 52-62 


1 f\AQ 


r IvUU / 00 


AmilnriH^-^en^itive amine oxidase 
cicmfltiiTP VTT 

OlgliaLLU V* T u 


PR00766G 10.85 9.23e-09 91-111 


1050 


IPB001140 


ABC transporter transmembrane 
region 


IPB001140B 15.62 4.95e-14 138-176 


1051 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 21-37 


1UM 




"7inr finapr tvne" 


IPB000822 14.67 7.86e-10 80-105 


1052 


IPB000353 


"Class II histocompatibility antigen, 


IPB000353B 19.16 9.22e-14 133-182 


1052 


IPB003006 


Immunoglobulin and major 


IPB003006B 20.23 4.43e-12 86-123 
IPB003006A 17.51 4.00e-ll 154-176 


1 A^O t 


IroUUlUUj 


"MPr flncc TT alnhn rhain alnha-1 

domain" 


IPB001003B 14.72 5.40e-10 141-184 


1 fKH 

lU3i 


r KUUU 1 o 




PR00018A 12.23 4.19e-09 36-51 


1 AC C 




"KAoirvr ViictnorxmnntiHilltv PflTYinlpV 
lVlaJOr lUotUCUUipallimiljr ^uinjJiCA 

protein, Class I" 


IPB001039A 17.17 1.00e-40 15-68 
IPB001039B 27.55 1.00e-40 96-147 
IPB001039C 19.82 1.00e-40 177-230 
IPB001039D 16.49 1.00e-40 255-309 


1055 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8. 00e-30 261-298 
IPB003006A 17.51 1.00e-21 224-246 


1055 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 7.65e-14 203-252 


1055 


IPB003363 


Glycoprotein GG/GX 


IPB003363E 13.35 8.75e-ll 308-340 


1055 


IPB003705 


Cobalt transport protein cdiin 


TPRfUVnOSA 9 20 6 25e-09 316-332 
IPB000353C 20.11 7.97e-09 254-308 


1062 


PRO 13 82 


Claudin-9 signature IV 


PRMlR9n 17 1 lle-1 6 201-213 

X l\.U 1 DOZ.LJ 1Z/.JO 1.1 15 iU«vl Aria/ 


1062 


IPB000729 


FMr-22/cMr/lVlrzU iamiiy 


TPRftftfWQn 18 96 2 96e-16 160-187 
IPB000729C 37 83 7 91e-16 80-132 
PR01382A 12 00 1 17e-15 37-47 


1062 


PR01077 


Claudin signature III 


PR01077C 13.60 1.47e-14 63-73 
PR01382C 5.67 5.14e-13 190-199 
PR01382B 7.06 1.12e-12 91-100 
PR01077B 14.12 1.00e-10 49-55 
PR01077D 11.20 4.00e-10 146-152 
PR01077A 9.72 8.16e-09 21-30 


1064 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 5.50e-09 453-462 
IPB001478B 6.12 7.75e-09 258-267 


1066 


EPB002659 


Galactosyltransferase 


IPB002659A 26.24 4.80e-ll 92-133 


1067 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 7.60e-28 119-159 


1067 


PB001772 


Kinase associated domain 1 


IPB001772C 20.66 9.25e-24 114-144 


1067 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 2.13e-22 126-160 
IPB001772D 21.67 4.55e-17 186-225 
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1067 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 8.60e-17 103-143 


lUo/ 




r/\JV~UVJA lit* l"IVUU-UJilUillK 


IPB000095E 17.62 9.03e-17 127-172 


1067 


IPB003527 


MAP kinase 


IPB003527C 14.70 1.95e-16 111-159 


1067 


IPB000861 


rKJN/rnopnnin/rnoieian rno-Dinaing 
repeat 


TPR000861F 16^50 1 120-174 


1067 


IPB000494 I 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.35e-14 1 13-159 
IPB000959D 27.01 4.26e-13 226-278 
IPB000961D 21.23 7.19e-13 175-216 
TPR00174ST* 91 68 8 Q6e-H 170-217 
IPB003527A 17.00 7.85e-ll 18-43 
IPB001772E 24.88 8.46e-ll 233-272 
TPR001777A 1^ 64 1 9Qe-10 9-40 
IPB003527G 17.26 3.37e-09 245-282 


1067 


PR00109 


Tyrosine kinase catalytic domain 
signature n 


PP0010QR11 07 4 ?^e-09 126-144 
TPROOT527D 21 53 4 60e-09 172-213 


1068 


PR01254 


Prostaglandin D synthase signature I 


PR01254A 12.32 3.37e-29 31-54 " 
PR01254D 13 80 7 97e-27 109-132 
PR01254C 10.60 4.68e-22 74-92 
PR01254F 10.08 7.58e-21 162-180 
PR01254E 14.07 1.00e-18 145-159 


10£R 
lUOo 




T irwnliri cicmfltirrp TT 


PR00179B 7.67 5.26e-13 120-132 
PR00179C 17.26 3.84e-12 148-163 
PR01254B 12.05 9.04e-12 57-67 


1068 


PR01275 


Neutrophil gelatinase lipocalin 

ctonfltupp V 1 


PR01275E 6.38 1.72e-10 115-133 
PR00179A 13.97 3.25e-10 37-49 


1068 


PR01215 


Alpha- 1-microglobulin signature IV 


PR01215D 12.88 9.78e-10 111-130 


lUOo 




JLrlpUwailll dliu ^jriusvjiiw laiiy auiu 

binding protein 


IPB000566B 8.91 1.47e-09 120-130 


1068 


PR01174 


Retinol binding protein signature VI 


PR01174F 1 1.76 3.96e-09 119-135 


1068 


PR01273 


Invertebrate colouration protein 
signature IV 


PR01273D 11.48 4.41e-09 120-134 
PR01275R 9 02 8 57e-09 39-49 


1069 


IPB000704 


"Casein kinase II, regulatory subunit" 


IPB000704B 17.35 6.26e-09 90-128 


1070 


IPB001464 


Annexin family 


IPB001464D 25.42 1.00e-40 281-335 
IPB001464B 28.31 6.76e-40 151-203 
IPR001464A ^117 1 27e-35 79-133 
IPB001464C 24.68 6.40e-30 214-253 


1070 


PR00196 


Annexin family signature IV 


PR00196D 21.41 3.81e-22 219-245 
PR00196E 9.70 7.75e-21 299-319 


1070 


PR00201 


Annexin type V signature VII 


PR00201G 12.46 1.00e-20 299-325 

IPB001464B 28.31 4,88e-19 79-131 
PP001 Qfi A 1 7 07 2 42e-1 8 69-91 


1070 


PR00199 


Annexin type III signature VI 


PR00199F 15.67 5.10e-18 219-245 
IPB001464D 25.42 9.21e-18 122-176 

IPR0014£AR 7R 11 % Rfie-17 21S-287 

IPB001464A 31.17 6.68e-17 151-205 


1070 


PR00200 


Annexin type IV signature VII 


PR00200G 9.20 8.41e-17 299-325 
PR00199D 4.74 2.11e-16 295-316 
PR00199G 9.85 5.29e-16 300-325 
PR00196C 9.01 5.96e-16 295-316 
PR00199D 4.74 7.04e-16 136-157 


1070 


PR00197 


Annexin type I signature IV 


PR00197D 7.59 7.56e-16 136-157 
PR00196B 11.03 9.31e-16 109-125 


1070 


PR00198 


Annexin type II signature IV 


PR00198D 7.41 9.88e-16 136-157 
PR00200E 8.88 5.88e-15 136-157 
PR00197F 9.40 7.39e-15 299-319 


1070 


PR00202 


Annexin type VI signature VII 


PR00202G 8.03 9.71e-15 299-325 
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IPB001464A 31.17 1.85e-14 235-289 

PR00196C 9.01 5.02e-14 64-85 
PR00201D 8.61 9.29e-14 136-157 
PR00199D 4.74 2.84e-13 64-85 
PR00198D 7.41 3.15e-13 295-316 PR0O 


1071 


IPB000175 


Sodiummeurotransmitter symporter 
family 


IPB000175A 16.29 1.00e-40 52-101 
IPB000175C 15.09 1.00e-40 212-263 
IPB000175F 25.63 4.50e-38 467-506 
IPB000175E 21.88 5.95e-35 372-411 
IPB000175B 19.12 9.05e-33 139-173 


1071 


PR00176 


Sodium/chloride neurotransmitter 
symporter signature I 


PR00176A 16.97 3.25e-27 52-73 
PR00176C 10.57 7.86e-25 124-150 


1071 


PR01195 


GAT-1 GAB A neurotransmitter 
transporter signature II 


PR01195B 13.58 1.22e-24 iy4-zll 
PR00176G 13.12 3.77e-22 458-478 

iyt»ai mcrv ft Aft i T^a 01 <QO <nn 

PR01195D 9.UU i.oe-zi Do^-ouu 
PR00176E 11.14 5.20e~21 322-342 
PR00176F 11.11 1.36e-19 376-395 
IPB000175G 16.18 5.13e-19 528-550 
PR00176B 7.07 9.63e-19 81-100 
PR01195A 7.44 1.90e-18 18-32 
PR00176D 8.96 6.48e-18 239-256 

rKUUl/Oil ID. 1^4 /.Oje-lo Hyo-Jlo 
PPM 1Q5P 15 67 1 14e-13 348-357 


1072 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.92e-10 98-135 


1073 


IPB001863 


Glypican 


IPB001863D 26.43 5.62e-33 250-294 
rPROftlRfttF W 79 3 08e-29 298-350 
IPB001863B 38.78 1.45e-25 134-186 
TPB001 863F 26 99 6 59e-22 429-463 
IPB001863C 20.17 1.37e-16 191-220 
IPB001863A 13.95 5.03e-15 56-71 
IPB001863G 11.32 4.68e-12 487-505 


1073 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.91e-10 1-24 


1073 


PR00049 


Wilm's tumour protein signature IV 


PRflft04Qn 0 00 3 90e-09 515-529 


1073 


IPB001702 


General diffusion Gram-negative 
porins 


IPB001702D 9.64 1.00e-08 536-546 


1075 


IPB001675 


Glycosyltransferase family 29 


IPB001675A 26.48 5.76e-31 296-340 
IPB001675B 15.84 6.50e-15 434-456 


1075 


PR01329 


Kir3.3 inward rectifier K+ channel 
signature II 


PR01329B 8.30 9.29e-09 7-21 


1078 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 

Tnnnm cr\f\ A 1 A ft*7 ft CC\r> 1 Q 1 1/11 

IPB001599A 10.97 9.o9e-lo lzi-141 
IPB001599N 24.85 2.24e-14 1437-1469 


1078 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-l 2 728-738 
IPB001599J 20.99 3.00e-ll 1085-1110 
IPB001599I 10.83 7.60e-ll 1054-1063 
IPB001599K8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 755-764 


1079 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599F 18.95 7.00e-24 799-828 
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IPB001599A 10.97 9.69e-18 136-154 

COQTJ T AC A Ofl« 11 IT) OIA 

UrDVVijyyil I Ad 4.oye-12 ZZ2-Z.34 
IPB001599D 11.61 6.90e-12 742-752 
IPB001599C 14.40 3.55e-09 249-265 
IPB001599E 11.06 9.77e-09 769-778 


1080 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599A 10.97 9.69e-18 123-141 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599C 14.40 3.55e-09 236-252 


1081 


EPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599N 24.85 7.69e-20 1437-1469 
IPB001599A 10.97 9.69e-18 123-141 


1081 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.824.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 

TnnAA 1 C f\f\T\ t 1 /T 1 f\f\~ 1 <"» TTO TOO 

IPB001599D 11.61 6.90e-l 2 728-738 
IPB001599J 20.99 3.00e-ll 1085-1110 

TTiOAAICAAT 1 A C5 T Cf\r% 1 1 \f\CA 1A<7 

iri5UUlM?yiV o. Ij 1.4oe-lU IZIt-IZZj 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 755-764 


1082 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599F 18.95 7.00e-24 786-815 | 
IPB001599A 10.97 9.69e-18 123-141 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 729-739 
1PB001599C 14.40 3.55e-09 236-252 

irDVVljyyE, li.UO y.//e-Uy /00-/OD 


1083 


IPB002018 


Carboxylesterases type-B 


ttvdaatai o 11 A 1 0 10- tt 1 nc tic 

IPB002018 21.41 2.47e-12 504-544 


1083 


PR00878 


Cholinesterase signature VI 


PR00878F4.95 8.07e-09 460-472 


1084 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 1.64e-16 1682-1697 
IPB000152 8.86 1.53e-15 1178-1193 
IPB000152 8.86 1.47e-14 1136-1151 
IPB000152 8.86 2.89e-14 1095-1110 
1PB000152 8.86 3.84e-14 932-947 
IPB000152 8.86 4.79e-14 1219-1234 
IPB000152 8.86 5.74e-14 642-057 

IDOAAA1 CT O Q£. 1 AC« 11 W\ZA m/CQ 

IroUUUlDZ o.oO J.USe-1 5 lUD4-lUoy 


1084 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 4.00e-13 1682-1693 


1084 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 7.72e-13 1023-1043 
IPB001881B 12.28 7.75e-13 1095-1106 
IPB000152 8.86 9.18e-13 1261-1276 
IPB001881B 12.28 l.OOe- 12 642-653 

TTlT"»n/\1 com 1 T TO T TA~. 1 T 1 A Ol 1 AC\A 

IPB001881B 12.28 2.20e-12 1483-1494 

IPB001881B 12.28 6.40e-12 1178-1189 
IPB001881B 12.28 8.20e-12 1261-1272 
IPB001881B 12.28 9.40e-12 1136-1147 


1084 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 1.00e-ll 1136-1155 


1084 


PR00010 


Type II EGF-like signature III 


PR00010C6.98 1.37e-ll 1687-1697 
IPB001881B 12.28 3.84e-ll 1219-1230 
PR00010C6.98 4.00e-ll 1183-1193 


1084 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.24e-ll 1059-1069 
IPB001881B 12.28 6.68e-ll 932-943 j 
IPB003886D 13.91 2.92e-10 1219-1238 


1084 


IPB003306 


WIF domain 


IPB003306E 25.51 4.00e-10 176-221 
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1084 


EPB000034 


Laminin B 


IPB000034A 22.21 4.62e-10 187-222 
IPB001881B 12.28 5.29e-10 1054-1065 
IPB000152 8.86 5.50e-10 1303-1318 
IPB000033B 7.05 5.65e-10 1266-1276 
IPB000033B 7.05 6.23e-10 1100-1110 
IPB001881B 12.28 6.57e-10 1303-1314 
IPB001881B 12.28 7.43e-10 1014-1025 
IPB000152 8.86 7.75e-10 890-905 
IPB000033B 7.05 8.26e-10 1687-1697 
PR00010C 6.98 8.55e-10 937-947 




1084 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 8.94e-10 175-220 
IPB003886D 13.91 1.00e-09 1682-1701 
IPB000033B 7.05 l.24e-09 647-657 
IPB000033B 7.05 1.47e-09 1141-1151 
IPB000033B 7.05 1.95e-09 1183-1193 
IPB003306D 23.91 2.18e-09 194-242 
PR00010C 6.98 2.32e-09 647-657 
IPB003886D 13.91 2.52e-09 1178-1197 


1084 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.21e-09 413-431 
IPB003886D 13.91 4.32e-09 1095-1H4 

mT>AA1 OOI n 11 OO A M« f\(\ C(\f\ HA1 

IPB001881B 12.28 4.52e-09 890-901 
IPB000033B 7.05 4.79e-09 937-947 

"on aaai f\/~* c no A oc a no men i a<q 

PR00010C 6.98 6.71e-09 1266-1276 
IPB001881B 12.28 6.87e-09 1442-1453 
IPB000033B 7.05 6.92e-09 1224-1234 
IPB003886D 13.91 7.09e-09 1261-1280 


1084 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 7.75e-09 1466-1487 


1084 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.02e-09 92-106 


1084 


PR00009 


Type I EGF signature III 


PR00009C 11.70 8.20e-09 1058-1069 
IPB000152 8.86 8.58e-09 1637-1652 


1084 


IPB002557 


Chitin binding domain 


IPB002557B 12.64 9.31e-09 1453-1466 


1084 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.36e-09 1187-1195 


1084 


IPB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPB002919B 21.14 9.51e-09 899-921 
IPB000152 8.86 9.76e-09 1442-1457 
IPB003886D 13.91 9.86e-09 642-ool 
IPB003886D 13.91 9.86e-09 932-951 
PB000561 4.89 1.00e-08 420-428 

nn aaai r\/-% £_ no 1 AA„ aa 11/11 1 K1 

PRQ0010C6.98 l.OOe-Uo 1141-1 lol 


1086 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 9.25e-13 571-585 
PR00014C 14.47 6.63e-ll 651-669 
PR00014D I5.l2 7.75e-ll 872-886 
PR00014D 15.12 5.74e-l0 443-457 

PRfifiniAP 14 47 (\ SOp-1 a R54-R79 

PR00014A 8.22 1.00e-08 816-825 
PR00014D 15.12 1.00e-08 770-784 


1087 


IPB001909 


KRABbox 


IPB001909 17.37 7.75e-31 16-50 


1087 


IPB000822 


"Zinc ringer, C2H2 type" 


IPB000822 14.67 7.55e-21 219-244 
IPB000822 14.67 4.21e-17 191-216 
IPB000822 14.67 8.80e-16 163-188 


1087 


PR00048 


C2H2-type zinc ringer signature I 


PR00048A 9.94 5.85e-14 188-201 
PR00048A 9.94 9.31e-14 244-257 
PR00048A 9.94 8.41e-12 216-229 


1087 


1PB001275 


DM DNA binding domain 


IPB001275 19.17 5.24e-ll 207-246 
PR00048A9.94 7.16e-ll 160-173 
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PR00048B 5.52 6.14e-10 232-241 
IPB001275 19,17 7.45e-l0 151-190 
IPB001275 19.17 8.06e-09 179-218 


1088 


IPB001909 


KRABbox 


IPB001909 17.37 7.75e-31 16-50 


1088 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 6.21e-ll 160-173 j 


1089 


IPB002494 [ 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 20-63 
IPB002494C 14.46 5.74e-34 89-132 
IPB002494C 14.46 1.44e-30 99-142 
IPB002494C 14.46 7.86e-29 64-107 
TPRnfl?494C 14 46 1 41e-27 74-117 
EPB002494C 14.46 4.71e-25 30-73 
TPRA09494C 14 46 6 69e-25 79- 


1089 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 24-42 
EPB000359B 19.26 9.57e-13 68-86 
IPB002494C 14.46 9.61e-13 73-116 
IPB002494B 10.58 2.50e-12 51-65 
IPB002494B 10.58 2.50e-12 95-109 
IPB002494C 14.46 4.37e-12 34-77 
IPB002494A 12.44 5.22e-12 91-124 
IPB002494C 14.46 6.06e-12 93-136 
IPB002494C 14.46 7.47e-12 83-126 


1089 


EPB000006 


"Vertebrate metailothionein, family 
1" 


IPB000006 13.41 7.62e-12 66-111 
IPB002494B 10.58 7.75e-12 65-79 


1089 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e- 12 58-86 
IPB002494B 10.58 9.55e-12 120-134 
1PB001271 19.97 9.59e-12 19-47 
IPB002494B 10,58 1.28e-U 26-40 
IPB002494B 10.58 1.28e-ll 70-84 
IPB002494A 12,44 1.86e-ll 121-154 
IPB002494A 12.44 2.82e-ll 56-89 
IPB001271 19.97 3.06e-ll 103-131 
IPB000006 13.41 4.50e-ll 70-115 
IPB000006 13.41 5.50e-ll 40-85 
IPB002494C 14.46 6.64e-ll 98-141 
TPRfWMQdr 14 46 6 7^e-l 1 78-121 
1PB000006 13.41 8.20e-ll 65-110 
1PB002494A 12.44 9.14e-ll 57-90 
IPB001271 19.97 1.88e-10 28-56 
IPB001271 19.97 1. 8 8e-10 72-100 
IPB002494C 14.46 2.14e-10 14-57 
IPB002494B 10.58 2.48e-10 56-70 
IPB000006 13.41 2.65e-10 61-106 
IPB001271 19.97 2,94e-10 67-95 
IPB001271 19.97 3.12e-10 18-46 
IPB000006 13.41 3.42e-10 22-67 
IPB002494B 10.58 4.22e-10 110-124 


i noo 

1089 


irDUUl /OZ 


uisinicgnn 


IPB001762A 23.93 4.26e-10 39-79 
IPB002494A 12.44 4.27e-10 46-79 
IPB000006 13.41 4.29e-10 21-66 
IPB001762A 23.93 4.45e-10 44-84 
IPB001271 19,97 5.41e-10 117-145 
IPB000006 13.41 6.23e-10 91-136 
IPB001271 19.97 6.47e-10 123-151 
IPB000006 13.41 6.61e-10 26-71 
IPB002494B 10.58 6.64e-10 31-45 
IPB002494B 10.58 6.64e-10 75-89 
IPB002494B 10.58 6.91e-10 41-55 
IPB002494B 10.58 6.91e-10 85-99 
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TPT*nft94Q4P HAp.10 108-151 

IPB002494A 12.44 7.65e-10 67-100 
IPB002494B 10.58 7.72e-10 100-114 
IPB002494A 12.44 8.06e-10 82-115 
IPB002494C 14.46 8.25e-10 19-62 


1089 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 8.67e-10 51-91 
IPB000359B 19.26 8.76e-10 59-77 

TDUfkAini 1 O 07 Q Hfio 1ft 88.11£ 

UrDUUl//l iy.y 1 o./oe-lU oo-liu 

IPB000006 13.41 9.03e-10 114-159 
IPB001762A 23.93 9.04e-10 45-85 
IPB001762A 23.93 9.04e-10 94-134 
IPB002494C 14.46 9.48e-10 4-47 


1089 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 4.89e-09 86-128 
IPB001271 19.97 4.93e-09 29-57 
IPB001271 19.97 4.93e-09 73-101 
IPB001271 19.97 4.93e-09 97-125 
IPB001271 19.97 4.93e-09 102-130 
IPB002494C 14.46 4.95e-09 65-108 
IPB000006 13.41 5.22e-09 81-126 


1090 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 9.43e-29 24-67 
IPB002494C 14.46 3.22e-22 14-57 
IPB002494C 14.46 8.08e-21 29-72 
IPB002494C 14.46 7.99e-20 19-62 
IPB002494A 12.44 3.29e-19 31-64 
IPB002494C 14.40 o.oSe-lo yoz 

tUDAHO/lO/! A 10 44 Q 1 17 91_^4 

IPB002494A 12.44 7.17e-16 36-69 

TPPAft94Q4A 19 44. (\ 19f»-15 9-^ 

IPB002494A 12.44 4.96e-14 26-59 
IPB002494C 14.46 2.86e-13 5-48 
IPB002494C 14.46 4.72e-13 28-71 
IPB002494C 14.46 5.30e-13 4-47 
IPB002494A 12.44 6.19e-13 12-45 
IPB002494A 12.44 6.54e-13 41-74 
rpP»ftft94Q4A 19 44 » 15e-13 1-34 
IPB002494C 14.46 9.51e-13 20-63 


1090 


1PB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 28-46 j 


1090 


IPB000006 


Vertebrate metallotnionein, tamuy 
1" 


TDnftftfww* 11 41 4 91 a_i 9 96-71 


1090 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.75e-12 18-46 
IPB002494A 12.44 l.lle-11 11-44 
IPB002494B 10.58 1.28e-ll 30-44 
IPB002494A 12.44 6.25e-l 1 16-49 
IPB002494C 14.46 8.27e-ll 15-58 
roianno/io/t A 19 aa 8 iQo 1 1 6 

IPB002494C 14.46 9.82e-ll 10-53 




TpoflAi nc*) 
LrXJUUl /Oa 


L/isinicgrin 


IPB001762A 23 93 9.65e-09 34-74 
IPB002494A 12.44 9.90e-09 27-60 
IPB000006 13.41 1.00e-08 25-70 


1091 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 20-63 
IPB002494C 14.46 7.86e-32 124-167 
IPB002494C 14.46 6.55e-31 64-107 
IPB002494C 14.46 8.95e-31 89-132 
IPB002494C 14.46 1.44e-30 134-177 
IPB002494C 14.46 4.23e-28 99-142 
IPB002494C 14.46 9.46e-26 


1091 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 24-42 
IPB000359B 19.26 9.57e-13 68-86 
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IPB002494A 12.44 1.56e-12 42-75 
IPB002494B 10.58 2.50e-12 51-65 
IPB002494B 10.58 2.50e-12 95-109 
EPB002494B 10.58 2.50e-12 130-144 

TOD ft AO/1 A /1 0 1 A Ad C /11a 17 1A 77 

JJrDUU2494U 14.40 D.4ie-12 .34-// 

IPB002494C 14.46 6.06e-12 128-171 
IPB002494C 14.46 7.28e-12 118-161 


1091 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 58-86 
IPB002494C 14.46 9.25e-12 103-146 
IPB002494B 10.58 9.55e-12 155-169 
IPB001271 19.97 9.59e-12 19-47 I 

nvr»AAO>f AviT* 1 A CO 1 oO« 11 O £L A A 

IPB002494B IO.jo 1.2oe-ll 20-4U 
IPB002494B 10.58 1.28e-U 70-84 
IPB002494A 12.44 L86e-ll 156-189 
IPB001271 19.97 3.06e-ll 138-166 
IPB002494A 12.44 4.00e-ll 56-89 


1091 


EPB000006 


"Vertebrate metallothionein, family 
l" 


IPB000006 13.41 4.10e-ll 66-111 
IPB002494C 14.46 4.91e-ll 113-156 
IPB001271 19.97 5.13e-ll 97-125 
IPB002494C 14.46 6.64e-ll 133-176 
IPB000006 13.41 6.80e-ll 40-85 
IPB000359B 19.26 7.48e-ll 103-121 
IPB002494C 14.46 7.91e-ll 98 


1091 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.04e-10 129-169 
IPB002494C 14.46 9.21e-10 65-108 
IPB000006 13.41 9.42e-10 95-140 
IPB002494C 14.46 9.48e-10 4-47 
IPB000359B 19.26 9.69e-10 158-176 
IPB000359B 19.26 1.28e-09 153-171 
IPB000006 13.41 1.55e-09 115-160 


1091 


IPB000967 


Zinc finger NF-Xl type 


TT\n f\f\r\f\/'TT7 O 1 OO 1 CC~> Aft CI ft 1 

IPB000967E 21.88 1.5oe-09 51-91 
IPB002494A 12.44 1.58e-09 147-180 
IPB001762A 23.93 1.88e-09 39-79 
IPB001271 19.97 2.15e-09 98-126 
IPB002494A 12.44 2.55e-09 62-95 
IPB002494A 12.44 3.13e-09 41-74 
IPB002494A 12.44 3.23e-09 28-61 

\T\T\l\C\f\AC\A A n A A O 11* Aft TO 1AC 

IPB002494A 12.44 3.23e-uy /2-1U3 

rr»r>AAO/f c\A A 1 O A A 1 OQ« AO T7 11ft 

1PB002494A 12.44 i.2ie-Uy / /-1 1U 

TI5T>AftO/10./1Q 1ft £Q 1 A"\a AO 1 (\ 1A 

lrouu24y4D iu.55 o.4ie-uy 10OU 
IPB001271 19.97 3.78e-09 23-51 

TDT5A.ni 771 10 07 \ 7 Hp-HQ A7-Q** 


1091 


IPB00H69 


: : 

"Integrin beta, C-terminus" 


n>nAA1 1£QV 77 AS. 1 Q7*» AO 171 -161 

IJrouuuuuo ij.'ti j.yHG-\jy owl&j 
IPB000006 13.41 4.03e-09 140-185 

IPB002494B 10.58 4.42e-09 125-139 
IPB002494A 12.44 4.48e-09 33-66 
IPB000006 13.41 4.86e-09 65- 


1092 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 164-178 


1093 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


1094 


PR01223 


Bride of sevenless protein signature 
VI 


PR01223F4.19 9.78e-U 203-227 


1094 


PR00354 


7Fe ferredoxin signature IE 


PR00354C 6.24 8.06e-09 258-275 


1096 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 87-111 


1096 


PR00356 


Type II antifreeze protein signature 

vn 


PR00356G 10.21 1.42e-10 193-206 


1097 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 87-111 
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1097 


PR00356 


Type II antifreeze protein signature 

vn 


PR00356G 10.21 8.15e-09 193-206 


1098 


PR00245 


Olfactory receptor signature V 


PP00945P R Qfi 5 1 6 283-294 
PP00245B 13 73 3 77e-15 129-141 
PR00245C 14 65 2 73e-14 176-192 
PR00245D 9.34 2.59e-13 236-245 


1098 


1PBUUUZ/0 


KnOQopsin-iiKe vjr superioniiiy 


IPB000276A 11.56 7.00e-12 118-129 
PR00245A 10.98 1.72e-ll 92-103 
IPB000276D 9.40 6.09e-10 282-298 


1098 


PR00534 | 


Melanocortin receptor family 
signature I 


PR00534A 12.77 2.83e-09 51-63 


1098 


PR00237 


Rhodopsin-like GPCR superramily 
signature III 


PR00237C 14.77 3.86e-09 104-126 
PR00937B 12 45 6 92e-09 59-80 
PR00237A 9.81 8.31e-09 26-50 


1099 


IPB002889 


TITO/ - * i-1 n — n j.-i 

WSC domain 


TPR009RRQB 11 76 3 44e-09 56-102 


1099 


IPB000561 


EGF-like domain 


IPB000561 4.89 4.86e-09 306-314 


1099 


IPB000034 


LamininB 


EPB000034C 12.97 7.43e-09 306-324 


1099 


PR00346 


Tissue factor signature VIII 


PP00346H 10 74 R 1 Re-09 542-565 


1101 


PR00457 


Animal haem peroxidase signature V 


PP004V7P 10 07 R 4Sf»-94 997-1023 
PR00457D 18.35 1.53e-20 972-992 
PR00457C 18.81 9.42e-15 954-972 
PR00457G 14.17 4.48e-14 1177-1197 
PR00457H 14.82 5.85e-13 1248-1262 
PR00457F 14.42 6.32e-12 1050-1060 


1101 


IPB000483 


Leucine rich repeat C-terminal 
domain 


TDTannnAQ^ 1 1 1R 1 OOp-10 1R0-194 
PR00457B 12.43 2.29e-10 802-817 


1101 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


TPRft030fl6R 90 93 2 R0e-10 376-413 
IPB003006B 20.23 8.92e-10 466-503 
IPB003006B 20.23 9.28e-10 283-320 


1101 


PR00019 


Leucine-rich repeat signature II 


ppnnoi qr 1 1 49 6 73p-09 73-86 


1102 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 973-999 \ 
ppnn4<»7n 1R 35 1 S3p-90 948-968 
PP004S7P 1 R R1 9 42e-15 930-948 
PR00457G 14 17 4 48e-14 1153-1173 
PR00457H 14.82 5.85e-13 1224-1238 
PR00457F 14.42 6.32e-12 1026-1036 


1102 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 156-170 
PR00457B 12 43 2 29e-10 778-793 


1102 


IPB0030OO 


Immunoglobulin and major 

niStOCOmpauDllliy complex uumdiu 


IPB003006B 20.23 2.80e-10 352-389 
IPB003006B 20.23 8.92e-10 442-479 
IPB003006B 20.23 9.28e-10 259-296 


1103 


LrbUUZU,J4 


Aipna-lSOpropyiuidialC aim 


IPB002034D 19.67 7.61e-09 786-814 


11U7 






IPB001359H 22.58 1.80e-14 741-791 


1107 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885A 11.46 8.16e-09 765-802 ! 


1107 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 9.14e-09 746-798 


1110 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.52e-10 31-68 


1112 


1PB001841 


RING finger 


IPB001841 10.69 1.95e-09 153-162 


1113 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 2.64e-12 193-227 


1113 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 9.22e-12 288-328 


1113 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 1.87e-ll 304-344 


1113 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 6.11e-ll 299-329 


1113 


IPB003527 


MAP kinase 


IPB003527C 14.70 3.43e-09 296-344 


1119 


PR01137 


Gap junction alpha-8 protein (Cx50) 
signature II 


PR01137B 18.37 8.83e-09 368-380 
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1 1 ">A 

1120 


TTVDAAAAAJ? 


— : — r 

ZU5 domain 


IPB000906G 25 85 2 5 8e- 13 921-969 
IPB000906F 35.93 9.00e-12 931-984 
IPB000906D 23.89 1.57e-ll 940-994 


1 1 *>A 

1120 


PR00452 


bnJ domain signaiure u 


PPftfM59R 11 47 9 71e-ll 1036-1051 


1120 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 954-966 
TPRnnOQOfiA 22 49 7 f^e-10 914-956 
PR01415A 12.73 7.97e-10 921-933 


1120 


TYO A A/1 OA 

PR00499 


Neutrophil cytosoi iacxor z signature 
IV 


PPflfMQQn 1 1 47 4 91 e-09 1024-1044 


1120 


EPB002360 


Involucrin 


TPIwn^finr 15 16 4 QGe-09 125-166 
IPB000906F 35.93 7.41e-09 898-951 


1120 


IPB000237 


/"5."D 1 X% -4 Dirt 

uKlr domain 


TPR0nn9^7R 10 fifi 8 14e-09 142-192 


1124 


IPB000906 


ZU5 domain 


TPRnnnon^n 91 rq 7 fi6e-io 1 17-171 

JLr DvUVJPUOl-J £D.oy I ,uvw"lw 11/ 1 / i 

IPB000906A 22 49 3 72e-09 58-100 

irUVvv/VvA 4m&*\J Jifi«v * +s \J *.ww 

EPB000906G 25.85 6.69e-09 164-212 


1 1 o< 
1 IZd 


Lrxjuuuyuo 


*7T T5 /f/vnr\otn 

ZjU J QOnldin 


IPB000906D 23.89 7.66e-10 117-171 
IPB000906A 22.49 3.72e-09 58-100 


1 100 

i lzy 


JLJrJDUUU*^ 1 


fYmonilatiAn fanfnr 5/R tvnp C 

domain (FA58Q 


IPB000421C 36.74 1.93e-16 131-175 
IPB000421B 20.70 1.36e-14 79-99 


1130 


1PB000421 


Coagulation factor 5/8 type C 
aomain ^r/vjo^ 


IPB000421C 36.74 1.93e-16 131-175 
IPB000421B 20.70 1.36e-14 79-99 


1130 


PR01435 


NADH-plastoquinone 

OAlUUlcUULUibC Ullalll J aljj^ilaiui v 11 


PR01435B 5.98 7.37e-10 1059-1083 


1131 


IPB002119 


Histone H2A 


IPB002119A4.97 1.00e-08 92-98 


1133 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 4.43e-18 178-216 


1133 


IPB003527 


MAP kinase 


IPB003527D 21.53 3.41e-16 171-212 


1133 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 6.56e-15 10-44 


1133 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


TDOAAAB/CI A 11 <1 f\ Q9*»_1 5 Q..AA 


1133 


IPB000959 


POLO box duplicated region 


rDnAAnQ^or 1 91 aq (\ ^Aa.i A 1 5l-9n5 
IPB003527G 17.26 4.28e-13 320-357 

TDTIAA19A5A 99 45 ft C\lt*-\'\ 1 10-1SQ 


1133 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 4.51e-12 114-144 
IPB000861G 13.73 5.06e-12 180-229 


1133 


IPB000095 


PAK-box /P21-Rho-binding 


fDDAAAAQ^I? 1 An 1 1 ft» 11 1 R9_91/> 

lroUUUUiOr 10.**/ l.loe-il loz-z^o 
IPB000961D 21.23 1.00e-10 174-215 

TT>DAA1979A V\ £*A \ Rfi*>.1 0 R-^Q 
JLrJDUUl/ /ZA lO.Ot I.O06-1U 0-J7 

TPRnft^ < ;97A 17 DO 2 7Se-10 17-42 
IPB000959B 15.68 9.10e-10 103-143 


1135 


PR00402 


Tec/Btk domain signature I 


PR00402A 20.14 8.15e-15 664-683 
PPfin409R 19 9fi 4 fi0p-1 3 68V695 


1135 


PR00360 


: — : 

C2 domain signature II 


PPHft^^nR 1 1 fA 0 95p-1 1 1 74-1 R7 
JtIvUUjOUJO ll.W 7.ajC"1j l/t-lo/ 

PR00402C 13.13 8.03e-12 695-708 


1135 


IPB000008 


C2 domain 


TDHfiAfinnftn 14 si 1 £1p-1 i 900-91 r 
PR00360A 15.18 6.00e-10 150-162 
PR00360A 15.18 8.33e-10 22-34 


1135 


PR00399 


Synaptotagmin signature IV 


PR00399D 12.72 4.89e-09 79-89 
PR00360C 7.35 5.50e-09 196-204 


1137 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.57e-15 261-280 


1137 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.16e-14 134-149 
IPB000152 8.86 9.05e-14 216-231 
IPB000152 8.86 5.91e-13 261-276 


1137 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 9.25e-13 216-227 


1137 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.69e-12 66-108 
IPB001881B 12.28 1.95e-ll 134-145 


1137 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


EPB000033B 7.05 4.96e-ll 266-276 
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1137 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 5.15e-ll 340-365 


1137 


PRG0907 


Thrombomodulin signature II 


PR00907B 11.50 6.70e-ll 168-184 
IPB001881B 12.28 1.00e-10 261-272 


1137 


IPB000925 


Pneumovirus attachment 
glycoprotein G 


IPB000925F 15.07 3.60e-10 336-372 


1137 


IPB000561 


EGF-like domain 


TPP*f)nfi561 & SO 6 95f»-10 75-83 


1137 


PR00010 


Type II EGF-like signature ill 


ppnnninr 6 or i 6fip-0Q 266-276 


1137 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 3.29e-09 348-362 
PR00049D 0.00 3.29e-09 350-364 

PR 0191 TP 3 04 4 48e-09 348-364 
PR01217B 4 82 6 55e-09 347-363 
IPB000561 4.89 6.79e-09 270-278 
PR00010C 6.98 7.15e-09 139-149 
PR01217D 4.57 7.16e-09 343-364 
PR00010C 6.98 7.80e-09 221-231 
EPB000033B 7.05 8.11e-09 139-149 


1137 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 8.62e-09 183-203 


1137 


PR00910 


Luteo virus UKro proiein signature i 


PR00910A 2 74 8 71e-09 348-360 ! 
PR00910A 2 74 9 46e-09 346-358 
PR01217G 4.02 9.92e-09 343-368 


1138 


IPB00U56 


Transferrin 


IPB001156H 23.81 7.75e-09 118-172 


1143 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 59-75 


1143 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 1-12 
ppoo9d.5n 0^4. 1 5^e-n 119-128 
PR00245E 8.96 6.81e-12 166-177 
PR00245B 13.73 1.00e-10 12-24 
TPR000976D Q 40 3 08e-09 165-181 


1143 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 82-105 
PR00237G 19 23 1 00e-08 155-181 


1144 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 173-189 


1144 


IPB000276 


Rnodopsin-nke UrUK supertamuy 


TPR000976A 1 1 56 Q 25e-14 117-128 
PR00245D 9 34 1 53e-13 233-242 
PR00245E 8.96 6.81e-12 280-291 
PR00945A 10 98 7 I4e-12 91-102 
PR00245B 13.73 8.14e-l0 128-140 


1144 


PR00237 


Knouopsin-iiKe urtK supenamny 
signature III 


PR009^7C 14 77 2 02e-09 103-125 
IPB000276D 9.40 3.08e-09 279-295 
PR00237E 13.03 3.83e-09 196-219 


1144 


PKUU534 


ivieianocomn reccpior lAuiny 
signature I 


PR00534A 12 77 5.17e-09 50-62 


1144 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 54-65 
PR00237G 19.23 1.00e-08 269-295 


1146 


IPB000017 


Svntaxin / epimorphin family 


IPB000017 23.80 1.84e-09 168-217 


1147 


PR01360 


Interleukin-1 receptor antagonist 
precursor IL-1RA signature VI 


PR01360F 14.44 3.11e-12 117-135 
PR01360C 10.33 4.84e-ll 58-75 


1147 


IPB000975 


Interleukin-1 


IPB000975D 24.45 5.55e-09 52-91 
IPB000975E 28.12 9.80e-09 96-135 


1147 


PR00264 


Interleukin-1 precursor family 
signature I 


PR00264A 18.63 1.00e-08 55-75 


1148 


PR01248 


Type I keratin signature V 


PR01248E 12.72 3.67e-21 248-274 


1148 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 9.16e-20 104-143 
IPB001664A 11.94 8.13e-19 381-406 
PR01248C 10.07 8.34e-17 150-170 


1148 


IPB001322 


Intermediate filament tail domain 


IPB001322A 30.52 2.23e-14 370-423 
IPB001664C 11.32 3.25e-13 161-188 
PR01248B 8.42 3.29e-13 96-119 
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PR01248D 9.34 3.60e-12 222-237 
PR01248A 8.12 6.14e-ll 75-88 


1148 


PR01177 


Metabotropic gamma-aminobutyric 
acid type Bl receptor signature X 


PR01177J 6.10 4.96e-10 397-415 
PR01177J 6.10 3.63e-09 13-31 
DPB001664D 12.63 5.36e-09 279-305 


1151 


IPB001664 


Intermediate filament proteins 




1151 


PR01276 


Type II keratin signature IV 


DPft197/m 1 1 AS fi Hp 9 A 999-9A1 

EPB001664A 11.94 9.50e-23 132-157 


1151 


IPB001322 


Intermediate filament tail domain 


IPB001322C 22.70 4.75e-22 374-419 
EPB001664C 11.32 8.20e-21 266-293 
PR01276E 12.04 4.75e-15 301-318 
raoAniiooA o a hSa-IA 191-174. 

PR01276F 10.92 3.21e-ll 352-367 

PR01276C 10.16 8.66e-ll 208-221 

IPB001664B 17.44 5.27e-10 191-230 

PPni976T* 0 70 S Ofift-10 161-173 
rivUlA /od y./y j.^oe-iu i/j 

PR01276A 10.31 7.16e-10 134-142 


1151 


IPB003743 


DUF164 


IPB003743B 20.16 9.21e-10 300-338 


1152 


IPB001818 


Matrixin 


IPB001818C 24.38 8.03e-32 157-202 
IPB001818B 26.48 6.04e-31 112-153 

TD"DAA1 Q1 fi A 1 A £fl 9 1^a 90 fifi_Q5 
lroUUlolBA iH.OU /..ij\5rLy OO-7.J 

IPB001818H 15.46 3.25e-23 332-358 
IPB001818F 11.19 4.91e-20 231-251 


1152 


PR00138 


Matrixin signature I 


PR00138A 12.54 1.64e-16 86-99 

"DDfifM 7ft (Y7 1 7Co 1 A, 1 1 87 

rKUUlioC /U.U/ l./cSe-lO 

ronnni C1 sn 1 a 71 1 Qfij>_1 9 9fi8-98ft i 

PR00138B 14.84 5.21e-10 131-146 


1153 


mr%AAi at ft 

IPB001818 


Matrixin 


TDT3AA1 a 1 8P 9A 78 R fl7*»-79 1 S7-909 

IPB001818B 26.48 6.04e-31 112-153 
TPRftM 81 8 A 1 A fin 9 1 7e~9Q 66-95 
IPB001818H 15.46 3.25e-23 332-358 
TPRnni818F11 19 4 91 e-20 231-251 

lrDuu lO 1 OX 11.17 *T.7 Iv *t\J **J x * ^ 


1 1 C3 

1153 


rKUUlio 


-r-f — — : = 

Matrixin signature 1 


PROM 78 A 12 S4 1 64e-16 86-99 
PR00138C 20,07 1.78e-16 155-183 
IPB001818G 14.71 1.96e-l 2 268-280 
PR00138B 14.84 5.21e-10 131-146 


1154 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 2.07e-09 10-24 


1154 


1PB0020Q0 


Lysosome-associated membrane 
glycoprotein (Lamp) 




1155 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
nmnnii9An91 85 S 71 p-1 A. 974-710. 


1156 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135B 13.24 9.39e-10 84-128 
IPB000135A 11.69 6.19e-09 111-165 


1156 


IPB003533 


Doublecortin 


IPB003533H 6.52 7.51e-09 49-72 


1159 


IPB001510 


Poly(ADP-ribose) polymerase zinc 
finger domain 


IPB001510D 30.92 1.00e-40 490-543 
TPR0ft151ftR 99 51 1 00e-40 570-624 
IPB001510A 34.80 7.21e-40 92-137 
IPB001510B 23.09 6.14e-34 306-348 
IPB001510C 15.91 6.54e-27 363-396 


1159 


IPB000977 


ATP-dependent DNA ligase 


IPB000977B 14.05 4.60e-13 508-517 
IPB000977C7.51 l.OOe- 12 590-599 
IPB000977A 8.89 1.47e-09 480-487 


1160 


IPB000215 


Serpins 


IPB000215E 15.36 5.50e-23 401-425 
IPB000215D 15.35 6.82e-21 317-343 
IPB000215A 13.01 7.43e-18 27-50 
IPB000215C 13.90 3.16e-12 207-221 
IPB000215B 9.87 9.59e-ll 178-190 
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1166 


IPB001309 


ICE-like protease (caspase) p20 
domain 


IPB001309A 10.71 3.57e-14 7-17 


1166 


PR00376 


Interleukin-IB converting enzyme 
signature I 


PR00376A 12.81 1.61e-10 5-18 


1168 


IPB000364 


Phosphoenolpyruvate carboxykinase 
CGTP) 


IPB000364M 26.08 1.40e-09 589-623 


1169 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 6.50e-17 118-142 


1171 


PR00320 


G protein beta WD-40 repeat 
signature II 


PR00320B lz.oZ o.oze-li 4/B-4yz 


1171 


PR00308 


Type I antifreeze protein signature I 


PR00308A 3.72 8.17e-13 158-172 
PR00320A 13.15 2.89e-12 478-492 
PR00320C 12.32 4.18e-12 247-261 
PR00320C 12.32 4.71e-12 478-492 
PR00320B 12.82 7.75e-12 24 /-2ol 
PR00320A 13.15 8.11e-12427-441 
PR00320A 13.15 9.05e-12 247-261 
PR0Q308B 3.3e y.z/e-12 loi-i/z 
PR00308A 3.72 9.76e-12 162-176 
PR00308C2.791.00e-ll 161-170 


1171 


PR01511 


Kvl.4 voltage-gated K+ channel 
signature IV 


PR01511D 3.91 3.02e-ll 163-173 
rR0U32UL> 12,32 i.j /e-1 1 4Z /-4*f I 
PR00320B 12.82 5.09e-ll 520-534 
PR00320B 12.82 7.14e-U 427-441 
PR00320A 13.15 7.55e-ll 520-534 
PR00320C 12.32 4.52e-10 520-534 


1171 


PR00833 


Pollen allergen Poa pi signature VIII 


rR0Uo33rl 2.01 oOOe-lU 104-1/0 

PR00308C2.79 8.77e-10 165-174 
PR01511D3.91 9.88e-10 159-169 


1171 


IPB001680 


G-protein beta WD-40 repeats 


IPB001680 10.43 1.45e-09 429-440 

nr»AAlAOT> 1 lO 1 H£.a. OQ 16^ 1*76 

rROOiOoJfcj 3.3o l./oe-uy ioj-i/o 
IPB001680 10.43 3.70e-09 480-491 
IPB001680 10.43 4.15e-09 249-260 


1171 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 5.08e-09 163-177 
PR00308A 3.72 6.74e-09 159-173 

ivn AA*>OA A 1 O 1 < *7 *7<«» AO *\ 1 *7 

PRU032UA 13. 1 j /. /je-uy 3U3-3 1 / 
PR00833H 2.61 7.78e-09 161-175 
PR00320B 12.82 8.45e-09 344-358 


1171 


IPB000102 


Neuraxin / MAP1B repeat 


IPB000102A 10.50 8.88e-09 156-184 

rnnnni^OA 1A A1 O 1 A« AO COO *C11 

IPBOOlooO 10.43 y.lUe-Uy D2Z-D33 

mr> aaai A1 A 1 A CA O on« AO 1 6A 1 fifl 

IPB000102A 1U.MJ y.22e-Uy lOU-loo 
0*0001001} 1 18 Q *7^A_nQ 169-171 


1175 


IPB001559 


Phosphotriesterase family 


IPB001559D 19.17 5.00e-20 176-202 

TDDAA1 ^Of 1 16 0* S 1Af>-16 141-169 

IPB001559E 16.18 5.35e-16 214-232 
IPB001559A 10.81 1.23e-ll 18-29 
IPB001559B 12.98 8.50e-10 122-132 


1183 


IPB003817 


Phosphatidylserine decarboxylase 


IPB003817D 23.34 8.71e-25 338-364 
IPB003817C 10.66 4.00e-15 316-328 
IPB003817E 13.21 2.67e-14 427-443 
IPB003817A 12.64 4.15e-13 162-176 


1184 


IPB000580 


TSC-22 / Dip / Bun family 


IPB000580 14.33 1.00e-40 116-170 


1185 


PR00072 


Malic enzyme signature IV 


PR00072D 12.09 9.29e-09 571-589 


1187 


PR00901 


Pheromone B alpha- 1 receptor 
signature VIII 


PR00901H 14.75 4.05e-09 56-66 


1188 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB0024691 10.99 4.86e-16 747-765 
IPB002469H 21.17 6.14e-16 702-737 
IPB002469J 8.97 3.52e-12 829-845 
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1 1 90 

1 loo 


n>"RAA0A71 


tiUIYI CUUUUwUUUfluv xcuiLUjr aviiww 

active site 


IPB002471B 24.90 3.66e-ll 734-765 
IPB002469G 26.76 9.24e-ll 657-695 


1 1 CO 

Hoy 


TDTi(\(Y>A(\Q 


"rviTvnfiHul npntidase TV N- 

terminus" 


IPB0024691 10.99 4.86e-16 747-765 
IPB002469H 21.17 6.14e-16 702-737 
IPB002469J 8.97 3.52e-12 791-807 


1 1 OA 

Hoy 


IriJUUZ** / 1 


T). n 1 . >1 on /-^ o-npntiHocP "Tamil V CPTinfi 

rTOlyl cnuopcpilUooc JLoiiiiiy awmv 

active site 


IPB002471B 24.90 3.66e-ll 734-765 
IPB002469G 26.76 9.24e-ll 657-695 


1190 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB0024691 10.99 4.86e-16 734-752 
IPB002469H 21.17 6.14e-16 689-724 
IPB002469J 8.97 3.52e-12 816-832 


1190 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 721-752 
IPB002469G 26.76 9.24e-l 1 644-682 


1191 


IPB000524 


"Bacterial regulatory proteins, GntR 
family" 


TPRflnfVtt4 1 R RO 7 lQe-10 54-94 


1193 


IPB000906 


ZU5 domain 


IPB000906A 22.49 6.14e-19 241-283 
JDPB000906F 35.93 3.09e-16 159-212 
TPR000906F 35 93 7 91e-16 192-245 


1193 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 3.70e-15 348-360 
IPB000906A 22.49 1.71e-14 142-184 
PR01415A 12.73 9.10e-13 799-811 
TPROnnOOoT? ^5 93 1 00e-12 442-495 
IPB000906A 22.49 5.66e-12 208-250 
IPB000906G 25.85 9.36e-12 149-197 
PR01415A 12.73 1.00e-ll 1 


1194 


PR00834 


HtrA/DegQ protease family signature 

TTT 
HI 


PR00834C 15.48 7.35e-19 253-277 
PR00834D 11 75 7 39e-17 291-308 
PR00834B 10.17 3.25e-13 212-232 
PR00834E 13.43 6.03e-12 313-330 


1194 


tiit>aaai o£ 

IPB00012O 


oenne proteases, vo iamuy 


TPB000126B 12 50 6 81e-12 296-312 
PR00834A8.79 1.44e-ll 191-203 
PR00834F 11.11 1.53e-09 374-386 
IPB000126A 11.75 9.83e-09 183-198 


1 1 oc 

1195 




A ^onncino T(*npr\tr\T oicmatiirp TV 

Aucnosine receptor bigriaiure i v 


PR00424D 13.35 4.34e-22 21-40 


t 1 AC 

119 j 


T>DAft«cc 


AHpnncinp A^ rffpntnr cicmntiirp V 
AucnOolIlC r\J IClcpiUl algliaiuit; v 


PR00555E7.35 4.75e-21 105-122 
PR00555F 11.48 2.74e-20 152-169 
PR00555D 10.79 9.36e-19 60-76 
PR00424E 14.23 3.75e-14 74-87 


1195 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VII 


PR00237G 19.23 4.2le-14 119-145 
PR00237F 14.34 9.28e-14 83-107 
PR00237E 13.03 4.60e-12 33-56 


1195 


TIlDAAAO*7/C 

IrBUUUz /O 


KJiOGopsm-iiKe ur^rs. supenamuy 


IPB000276D 9.40 7.30e-12 129-145 
PR00424F 8.75 9.07e-12 119-129 


1197 


PR00243 


Uliactory receptor signature i v 


PR00245D 9 34 1 53e-13 241-250 
PR00245C 14 65 1.56e-12 181-197 


1197 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 5.20e-12 123-134 


1197 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 6.73e-ll 109-131 
PR00245E 8.96 3.30e-10 288-299 
PR00237E 13.03 4.77e-10 204-227 
PR00245A 10.98 3.65e-09 97-108 
PR00245B 13.73 4.60e-09 134-146 


1197 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 8.43e-09 56-68 


1198 


PR00505 


D12 class N6 adenine-specific DNA 
methyltransferase signature I 


PR00505A 15.44 3.67e-12 30-46 
PR00505B 11.79 8.88e-12 51-65 


1199 


PR01254 


Prostaglandin D synthase signature I 


PR01254A 12.32 6.38e-10 25-48 


1199 


PR00179 


Lipocalin signature II 


PR00179B 7.67 2,35e-09 11 1-123 
PR00179A 13.97 5.80e-09 31-43 
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PR00179C 17.26 6.70e-09 138-153 


1199 


PR01174 


Retinol binding protein signature VI 


PR01174F 11.76 6.82e-09 110-126 
PR01254E 14.07 8 23e-09 135-149 


1199 


PR01275 


Neutrophil gelatinase lipocalin 
signature II 


PR01275B 9.02 1.00e-08 33-43 


1200 


PR01042 


Aspartyl-tRNA synthetase signature 
IV 


PR01042D 1 1.70 2.67e-14 432-446 
PR01042B 12.76 4.69e-ll 233-246 
PR01049r 16 81 5 50e~ll 393-409 
PR01042A 9.01 9.77e-10 217-229 


1200 


IPB002106 


Aminoacyl-transfer RNA synthetases 
class-II 


IPB002106A 13.35 1.00e-08 169-181 


1201 


t\t> ni ait 

PRO 1217 


Proline rich extensin signature VII 


PPni917fi4 09 8 0^e-09 528-553 


1202 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952E 9.04 2.46e-16 31-48 


1203 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 8.50e-23 297-332 


1204 


IPB000958 


KH domain 


IPB000958 6.84 5.09e-12 112-125 
IPB000958 6.84 2,29e-ll 28-41 
IPB000958 6.84 7.88e-10 276-289 


1207 


IPB001393 


Calsequestrin 


IPB001393A 16.72 1.00e-40 29-78 
IPB001393B 11.93 1.00e-40 132-185 

TODArt 1 1ClIC^ 1£ *X1 1 AAe» Af\ 1 Q.QJJA(\ 

lrDl)U13;oC 10. 5 5 l.UUe-*rU loo-Z**U 

TODAA1 1Qir» 1 1 9fi 1 AAo Afi 95tt_H^ 


1207 


PR00312 


Calsequestrin signature V 


rKUUo IZd o.oi /./jeoo idj-i^ 
PR003121 15.97 5.71e-35 326-354 
PPnmi9r? 16 19 7 R7p-^5 193-222 
PR00312H 13.19 2.80e-34 257-284 
PP0n^19T 11 61 6 48e-34 357-385 
PR00312D 9.10 7.17e-33 122-151 
PP(tfni9B 14 57 4 41e-32 56-85 
PR00312C 16,48 5.62e-32 86-115 
PR00312G 11.43 1.49e-31 224-251 
PR00312A 11.96 7.94e-27 29-52 


1209 


IPB002151 


Kinesin light chain repeat 


IPB002151A 11.63 5.55e-10 275-305 


1209 


PR00985 


Leucyl-tRNA synthetase signature I 


PR00985A 10.14 8. 25e-09 515-532 


1210 


1PB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 7.89e-16 137-186 


1210 


TtM^fc A/\^ AA^ 

IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


TDnnnmn^A 17 ^1 7 6^*0^ 1^8-1 RO 

LrJDUUjUUOA. l/.->l /.OJC-lJ iJO-lou 


1210 


IPB001003 


"MHC Class II, alpha chain, alpha- 1 
domain" 


IrxJUUlUUJo l*f. /Z j.o/e-iv ihj-ioo 


1213 


PR00205 


Cadherin signature II 


PR00205B 20.09 8.31e-23 244-273 


1213 


IPB002126 


Cadherin domain 


IPB002126B 12.04 5.80e-16 232-249 
PR00205D 12.22 7.26e-15 436-455 
PR00205F 19.57 1.64e-14 515-541 
PR00205G 13 05 4 86e-14 549-566 
PR00205A 17.38 7.88e-14 75-94 
PR00205D 12.22 3.40e-13 331-350 
PR00205D 12.22 5.80e-13 223-242 


1214 


IPB001580 


Calreticulin family 


IPB001580D 12.66 2.71e-38 259-294 
IPB001580B 18.74 1.90e-35 166-201 


1214 


PR00626 


Calreticulin signature IV 


PR00626D 7.86 9.00e-30 242-264 
IPB001580A 12.93 8.71e-28 91-113 
PR00626E 10.35 4.68e-23 280-299 
PR00626B 14.56 6.06e-20 126-142 
PR00626E 10.35 8.00e-19 266-285 
PR00626A 14.93 6.50e-18 100-118 
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PR00626C 9.33 8.71e-18 215-228 
IPB001580C 9 76 1 56e-17 242-254 
IPB001580D 12.66 2.38e-16 245-280 
IPB001580D 12.66 8.34e-16 273-308 
IPB001580C 9.76 4.30e-15 208-220 j 
IPB001580C 9.76 4.16e-14 225-237 
PR00626C 9.33 7.75e-12 232-245 
PR00626D 7.86 9.14e-09 208-230 


1215 


IPBOOOOOo 


tr\ /o^nKwtD T-«ofol1r\fViinn pin *fnmilv 
VCTtCDralC lIlClaUULniUllciJi., lamiiy 

1" 


IPB000006 13.41 3.90e-12 32-77 
IPB000006 13.41 4.41e-12 39-84 
IPB000006 13.41 6.70e-ll 35-80 


1215 


PR01228 


Eggshell protein signature IE 


PR01228C 5.69 1.22e-10 26-41 
PR01228C 5.69 1.98e-10 10-25 


1215 






IPB001271 19.97 3.29e-10 51-79 


1215 


EPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 3.36e-10 45-88 
IPB001271 19.97 3.47e-10 29-57 
IPB002494A 12.44 6.11e-10 70-103 


1215 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 7.32e-10 11-42 
IPB002174A 30.51 7.81e-10 3-34 
PR01228C 5.69 8.05e-10 19-34 


1215 


IPB003571 


Snake toxin 


IPB003571B 18.08 8.07e-10 76-99 
IPB002494A 12.44 9.08e-10 25-58 


1215 


PR00858 


Crustacean metallothionein signature 
II 


PR00858B 5.93 1.48e-09 40-58 
IPB000006 13.41 3.11e-09 36-81 


1215 


IPB001169 


Integnn beta, ^-terminus 


TPR001 1 69K 27 45 3 19e-09 42-84 


1215 


IPB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPR00291QA 15 56 3 57e-09 52-64 
IPB002174A 30.51 4.15e-09 27-58 
IPB001271 19.97 4.44e-09 58-86 
IPB002494A 12.44 4.97e-09 32-65 
PR01228C 5.69 5.03e-09 18-33 
PR01228C 5.69 5.03e-09 22-37 
IPB002174A 30.51 5.28e-09 19-50 


1215 


IPB000254 


"Cellulose-binding domain, fungal 
type" 


IPB000254 18.11 5.36e-09 28-58 
IPB000006 13.41 5.59e-09 42-87 
IPB002174A 30.51 5.72e-09 36-67 
PR01228C 5.69 5.76e-09 27-42 


1215 


IPB000564 


2Fe-2S Ferredoxin 


IPB000564A 17.31 6.49e-09 1-19 


1215 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 6.55e-09 5-21 
TPB002174A 30 51 6 62e-09 7-38 


1215 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 7.19e-09 38-69 
TPR000006 13 41 7 24e-09 50-95 


1215 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 7.37e-09 60-95 
TPR001 169K 27 45 7 81e-09 35-77 
IPB000006 13.41 8.07e-09 3-48 
IPB000006 13.41 8.07e-09 40-85 
IPB002494A 12.44 8.35e-09 29-62 
IPB000006 13.41 8.44e-09 55-100 


1215 


PR01117 


CLC-6 chloride channel signature I 


PR01117A 7.79 9.47e-09 51-63 
IPB001271 19.97 9.51e-09 67-95 
IPB002174A 30.51 9.77e-09 39-70 


1215 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 1.00e-08 48-69 


1218 


PR00946 


Mercury scavenger protein signature 
I 


PR00946A 4.14 8.16e-09 6-24 


1221 


IPB002038 


Osteopontin 


IPB002038C 22.35 1.00e-40 119-160 


1221 


PR00216 


Osteopontin signature I 


PR00216A 11.45 9.71e-34 2-31 
IPB002038B 15.58 2.06e-32 23-67 
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PR00216C 9.12 5.85e-32 41-66 
PR00216G 12.73 8.50e-30 231-256 

PPn091nT? 19 09 1 n*9p-99 1^9-170 
PHflft91fiD 3 161 lOe-IR 88-102 
PR00216E 6.95 3.81e-18 120-134 
IPB002038D 9.52 5.50e-17 248-263 
PR00216D 3.16 3.69e-12 82-96 


1221 


IPB003403 


Herpesvirus immediate early protein 




1222 


IPB000215 


Serpins 


IPB000215A 13.01 9.14e-18 107-130 
IPB000215D 15.35 3.74e-17 332-358 
IPB000215E 15.36 6.68e-16 419-443 
Tppnnnoi n on i kRp.1 s 990-943 

JLrUUUUZI J\_/ LJ.yV /.OOe-iJ 


1223 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


PB003006B 20.23 3.52e-10 279-316 
IPB003006A 17.51 7.75e-09 141-163 


1225 


IPB001241 


DNA topoisomerase II family 


IPB001241F 23.94 8.36e-37 399-447 


1225 


PR01158 


Topoisomerase II signature VIII 


PROlljorl li.iy D.DUe-3U /ZO-/DU 
IPB001241G 14.13 1.00e-29 471-497 
PR01158K 14.14 5.24e-27 947-973 
PR01158G 9.37 5.91e-27 681-704 


1225 


IPB002205 


"DNA gyrase/topoisomerase IV, 
subunit A" 


IPB002205B 14.49 4.79e-24 684-719 
IPB001241E 20.94 3.00e-22 295-321 
PR011581 13.95 7.00e-22 758-778 
PR01158D 11.94 5.24e-21 489-504 


1225 


PR00418 


DNA topoisomerase II family 
signature VI 


PR00418F 13.13 3.40e-20 470-486 
IPB001241B 10.04 2.71e-19 96-114 
PR00418G 12.91 8.94e-l 9 488-505 
IPB001241H 17.27 1.96e-18 732-755 


1225 


PR00615 


CCAAT-binding transcription factor 
subunit A signature I 


PR00615A 17.09 2.93e-l 8 243-261 
PR01158J 13.56 3.45e-18 863-877 
IPB002205D 10.13 3.54e-18 791-812 
PR00615B 18.03 3.77e-18 631-649 
PR00418C9.38 1.82e-17 100-114 
PR004181 17.21 4.60e-17 550-566 
IPB002205A 8.13 9.54e-17 653-671 
PR00418A 13.58 7.65e-16 20-35 
PR0H58C ll. 35 l.00e-l 5 443-456 
PR0H58E 8.1 1 2.29e-15 509-520 
PR01158F 10.39 4.71e-15 556-568 
PR00615C 17.93 8.50e-15 1072-1090 
PR00418E 14.82 1.37e- 14 397-411 
IPB001241D 14.0/ 1.43e-14 ZOZ-zOD 
PR00418B 12.37 2.57e-14 57-70 
PR00418D 14.25 2.71e-1425z-Zo3 
PR01158A 7.61 4.60e-13 380-390 

TDDOAOinCP 1 1 CO < f\Qa 10 T\£JT\(\ 

IrBUUzzlDU ii.oy D.uye-iz /JO-zjU 
PR00418H 10.58 5.9 le-1 2 508-520 
IPB001241C 13.37 1.31e-ll 154-166 


1225 


IPB000509 


Ribosomal protein L36E 


IPB000509B 20.29 7.85e-ll 1140-1194 
PR01158B 8.30 l,27e-10 395-402 


1225 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 5.64e-09 1286-1310 
IPB000135D 2.13 7.45e-09 1287-1311 
IPB000135D 2.13 8.09e-09 1288-1312 


1225 


PR01469 


Bacterial carbamate kinase signature 
V 


PR01469E 10.60 8.43e-09 52-70 
IPB000135D2.13 8.73e-09 1284-1308 


1226 


IPB000873 


AMP-dependent synthetase and 
ligase 


IPB000873A 11.08 1.50e-12 248-263 


1226 


PR00154 


AMP-binding signature I 


PR00154A 8.79 5.14e-09 241-252 
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1227 


IPB001043 


"Vinculin, typel" 


IPB001043E 22.70 9.08e-09 136-173 


1228 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 3.48e-24 96-130 
IPB001073C 13.07 4.50e-13 163-182 
IPB001073A 22.14 6.55e-13 42-76 


1228 


PR00007 


Complement C1Q domain signature 

n 


PR00007B 15.63 9.56e-13 116-135 
IPB001073D 7.o0 l.QQe-11 195-2U4 
PR00007D9.66 2.00e-ll 193-203 
PR00007C 16.13 7.38e-ll 163-184 
PR00007A 20.64 3.04e-10 89-115 


1230 


IPB000906 


ZU5 domain 


IPB000906A 22.49 1.99e-15 274-310 


1230 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 3.70e-15 381-393 

IPB000906G 25.85 o.04e-12 9UU-y45 

IPB000906A 22.49 2.24e-ll 893-935 

PR01415A 12.73 1.00e-10 2o l-Zio 

IPB000906F 35.93 1.61e-10 225-278 

PRU1415A 12. 15 Z.4De-lv /^O-oUo 

rDiaAAAQn^n 91 8Q 1 ss<=_1 0 1 
Jx JoUuUyUOL' Lj.oy J.ooc-iu J 


1230 


PR00665 


Oxytocin receptor signature V 


PR00665E 6.24 6.76e-09 756-769 

Tnn (\/\r\Q(\CD 90 1 1 7 99p-AQ 978-11 8 

PR01415B 10.23 7.75e-09 260-272 j 
PPA1A1 10 91 0 9^e-09 227-239 


1231 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001124D 21.85 5.71e-14 274-310 


1232 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
tphaai 194H 91 85 5 71#»-14, 974-110 


1233 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.7le-17 210-253 
IPB001124D 21.85 5.71e-14 274-310 


1234 


PR00053 


Fork head domain signature II 


PR00053B 12.24 8.50e-09 523-540 


1236 


IPB000258 


Bacterial ice-nucleation proteins 
octamer repeat 


IPB000258G 8.61 7.77e-09 92-145 


1237 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.57e-13 253-290 


1240 


IPB001627 


Sema domain 


IPB001627F 22.05 5.09e-29 255-288 
IPB001627G 21.49 2.17e-28 311-344 
IPB001627C 21.13 1.22e-21 162-193 
IPB001627B 18.84 1.79e-21 117-145 


1240 


IPB002165 


Plexin repeat 


IPB002165C 18.49 3.45e-19 255-287 
IPB0016271 10.67 6.57e-15 386-399 
IPB001627A 16.97 5.26e-14 98-113 
IPB001627H 10.22 1.35e-13 358-370 
IPB001627K 13.76 7.92e-13 524-536 
IPB001627J 11.43 l.22e-12 436-452 
IPB002165C 18.49 3.64e-12 254-286 
IPB002165D 14.72 3.65e-12 524-536 
IPB001627D 16.04 6.70e-12 209-224 

TDQAA01£^n 11 <Q7 57#»-19 116-145 

lr\bUUZ10DD ij.Dy f.jfe~l6 ijo-itj 

IPB001627E 8.70 9.59e-12 230-239 


1247 


PR00011 


Type III EGF-like signature IV 


PROOOUD 12.12 8.93e-16 767-785 
PROOOUD 12.12 1.00e-15 550-568 
PROOOllB 13.08 5.06e-15 767-785 
PROOOllB 13.08 6.65e-15 289-307 
PROOOUD 12.12 6.67e-15 289-307 
PROOOllA 14.05 2.53e-14 289-307 
PROOOUD 12.12 5.86e-14 638-656 
PROOOllB 13.08 8.50e-14 550-568 
PROOOllB 13.08 1.93e-13 160-178 
PROOOllB 13.08 2.55e-13 203-221 
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PROOOllB 13.08 2.86e-13 421-439 
PR00011D 12.12 3.83e-13 378-396 
PROOOllD 12.12 6.00e-13 421-439 
PROOOllA 14.05 7.83e-13 378-396 
PROOOllA 14.05 9.53e-13 203-221 
PROOOllB 13.08 9.53e-13 378-396 
PROOOllD 12.12 1.00e-12 810-828 
PROOOllB 13.08 1.59e-12 810-828 
PROOOllA 14.05 2.05e-12 550-568 
PROOOllD 12.12 3.02e-12 203-221 
PROOOllB 13.08 4.84e-12 638-656 
PROOOllD 12.12 5.50e-12 160-178 
PROOOllD 12.12 7.67e-12 507-525 


1247 


IPB000561 


EGF-like domain 


IPB000561 4.89 7.75e-12 210-218 
PROOOllD 12.12 8.29e-12 332-350 
PROOOllA 14.05 8.65e-12 421-439 
PROOOllA 14.05 1.55e-ll 767-785 
PROOOllD 12.12 1.73e-ll 593-611 
PROOOllA 14.05 3.08e-il 638-656 
PROOOllB 13.08 5.43e-ll 593-611 
PROOOllD 12.12 6.66e-ll 464-482 

nn AAA1 1 T» 1 1 AO *7 1 1 On 1Cf\ 

PROOOllB 13.08 7.78e-U 332-350 
PROOOllD 12.12 7.82e-ll 724-742 


1247 


IPB000034 


LamininB 


IPB000034C 12.97 8.G4e-ll 210-228 
PR0001 1 A 14.05 8.34e-l 1 724-742 
PROOOllA 14.05 8.62e-ll 160-178 
PROOOllB 13.08 9.03e-ll 246-264 
PROOOllA 14.05 1.40e-10 810-828 
PROOOllB 13.08 1.53e-10 724-742 
PROOOllA 14.05 1.93e-10 507-525 

T»n aaai ir\ 11 n i oc« iAO/l^ H£A 

PROOOllD 12.12 Z.ZDe-lUZ40-Zo4 
do Ann 1 1T5 1 1 no o CQa i n cn7 coc, 

PROOOllA 14.05 4.04e-10 464-482 


1247 


IPB001774 


Delta serrate ligand 


roonni niAf 1 1 Q 7C A IKa 1 n 1 1 C 1 57 
IrBOUl//'H^ Io.Zj 4.Jje-IU 110-13/ 

IPB000561 4.89 4.75e-10 296-304 
Donnni 1 a i a nc 5 ^ P 1 n ^Af^rx^a 

rKUUUllA i*t.lO j.Ojc-IU Z'ru-zvrt 


1247 


IPB001886 


Laminin N-terminal (Domain VI) 


iddoai qc^Th 1 n on 7 1 7p> in 7QA.li n 
PROOOllD 12.12 8.20e-10 681-699 
PROOOllB 13.08 1.25e-09 464-482 
IPB000561 4.89 1.64e-09 731-739 
PROOOllA 14.05 2.00e-09 332-350 
PROOOllA 14.05 2.75e-09 681-699 


1247 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 3.96e-09 237-257 


1247 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 4.o0e-Uy 7o5-olo 

T»r» AAA1 1 A 1 A AC A Q7n AO CO/2 £1 1 

PROOOllA 14.0D 4.o/e-0y Dyo-Oll 


1247 


IPB002899 


EB module 


TnnAAionA a. a an a m« no a 1 c /l0 1 
IPB002899A 0.07 0.3ze-Uy 41D-4Z1 

IPB002899A 6.67 6.32e-09 761-767 


1247 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494A 12.44 6.32e-09 652-685 


1247 


IPB003884 


Factor I membrane attack complex 


IPB003884F 16.26 7.27e-09 587-602 
IPB000034C 12.97 7.55e-09 296-314 
IPB001886E 10.90 7.83e-09 772-788 
IPB000561 4.89 8.71e-09 645-653 
IPB000561 4.89 8.71e-09 688-696 
PROOOllB 13.08 8.77e-09 681-699 
IPB000561 4.89 1.00e-08 253-261 


1249 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 5.04e-18 129-160 


1249 


PR01475 


Parkin signature IX 


PR014751 10.01 8.01e-09 86-108 


1254 


IPB002209 


HBGF (heparin binding growth 


IPB002209B 26.84 8.50e-31 90-128 
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factor)/FGF (fibroblast growth 
factor) family 


IPB002209C 23.35 1.00e-19 137-164 


1254 


PR00262 


ILl/rliivjr tamiry signaiure i 


PR00262A 25 25 4 38e-l 1 77-104 


1254 


PR00263 


Heparin binding growtn tactor ianmy 
signature IV 


PR0026^D 13 56 5 S7e-ll 106-125 
PR00263C 8.53 7.51e-10 90-102 
PR00262B 23 59 1 00e-08 108-128 


1 oeo 

1258 


IPB003UUO 


: 

Immunoglobulin and major 

histocompatibility complex domain 


IPB003006B 20 23 7 48e-10 165-202 


1260 


IPBOOUyjo 


atatnmin 


IPB000956B 9 49 7 36e-ll 208-241 


1260 


PR00345 


Stathmin family signature II 


PR00345B 6.89 9.15e-ll 207-235 


1260 


IPB000533 


Tropomyosin 


IPB000533C 10.81 3.06e-09 1 13-154 1 


1261 


IPB000215 


Serpins 


EPB000215D 15.35 5.03e-14 324-350 
IPB000215A 13.01 2.91e-12 49-72 
IPB000215C 13.90 5.00e-09 216-230 


1262 


PR01377 


Claudin-1 signature I 


PR01377A 7.94 1.00e-16 22-33 


1263 


PR00328 


GTP-binding SARI protein signature 
I 


PR00328A 12.43 5.14e-1227-50 
PR00328B 7.64 2.38e-ll 55-79 


1263 


IPB000251 


ADP-ribosylation factors family 1 


IPB000251A 23.98 9.70e-09 55-108 


1264 


IPB001919 


"Cellulose-binding domain, bacterial 

type" 


IPB001919B 14.22 2.97e-09 270-294 


1265 


PR00258 


Speract receptor signature II 


PR00258B 7.94 3.00e-l6 493-504 
PR00258C 9.05 3.70e-l4 62-72 
PR00258C 9.05 7.30e-l4 508-518 
PR00258A 13.56 4.34e-13 474-490 
PR00258D 14.29 2.66e-12 93-107 
PR00258D 14.29 4.55e-12 539-553 
PR00258A 13.56 7.20e-ll 133-149 
PR00258D 14.29 4.53e-10 294-308 
PR00258A 13.56 6.22e- 10 229-245 
PR00258C 9.05 4.83e-09 163-173 
PR00258E 14.06 5.72e-09 215-227 
PR00258E 14.06 7.20e-09 562-574 


1266 


PR00258 


Speract receptor signature II 

• 


PR00258B 7.94 3.00e-16 493-504 
PR00258C 9.05 3.70e-14 62-72 
PR00258C 9.05 7.30e-14 508-518 
PR00258A 13.56 4.34e-13 4/4-4iJU 
rR0025oL) I4.zy z.ooe-iz y3-iu/ 
PR00258D 14.29 4.55e-12 539-553 

DBAflO^RA 1 <i6 f\ 99p-1 0 99Q-94S 

PR00258C 9.05 4.83e-09 163-173 
PP0A95RF 14 06 5 79p-09; 91 5-997 
PR 009 5 RF 14 06 7 90e-09 562-574 


1270 


PR01305 


Invasion protein B family signature 
IV 


PR01305D 7.82 6.19e-09 423-436 


1273 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 1.00e-27 207-247 


1273 


IPB003527 


MAP kinase 


IPB003527C 14.70 2.94e-27 199-247 


1273 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 5.95e-22 214-248 
IPB003527D 21.53 2.80e-17 256-297 


1273 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 3.29e-17 202-232 


1273 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095E 17.62 6.35e-17 215-260 


1273 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861F 16.50 9.81e-16 208-262 


1273 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 3.01e-14 191-231 


1273 


IPB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.88e-14 201-247 
IPB001245B 21.68 6.19e-13 263-301 
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n>Rft(W27G 17 9fi 3 20e-10 360-397 
IPB000961D 21.23 5.27e-10 259-300 
TPR000961A 16 82 3 33e-09 102-136 


1273 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 7.75e-09 214-232 


1275 


IPB001762 


Disintegrin 


TPRftm7fi9A T\ 03 4 33e-23 458-498 


1275 


IPB002870 


Reprolysin family propeptide 


TPRftft9R7fVR 24 7^ 1 54e-20 131-169 1 


1275 


PR00289 


Disintegrin signature I 


PROflSRQA 14 29 1 16&-14 474-493 
IPB002870F 18.81 3.03e-14 402-426 
IPB002870E 11.90 2.46e-12 361-373 
IPB001762B 10.06 3.40e-12 505-515 
IPB001762A 23.93 9.20e-ll 426-466 


1275 


IPB000130 


"Neutral zinc metallopeptidases, 


EPB000130 5.86 1.56e-10 359-369 


1275 


PR00138 


Matrixin signature IV 


PR00138D 14.57 2.54e-10 359-384 
IPB002870D 16.31 4.77e-10 327-342 


1275 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 677-719 


1275 


rKUU4oU 


ASiacin ianuiy signdiure 11 


PR00480B 14.35 5.57e-10 354-372 j 


1275 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.43e-10 5-28 


1275 


IPB001818 


Matrixin 


IPB001818D 14.91 1.72e-09 353-384 
PR00289B 11.74 3.80e-09 503-515 
TPRft09R70A 12 22 6 54e-09 85-101 


1275 


IPB003306 


W1F domain 


IPB003306E 25.51 7.40e-09 654-699 


1275 


PRO 1236 


Tumour necrosis factor beta 
riymphotoxin-alpha) signature I 


PRft19lfiA 4 0? 7 4Qe-09 17-33 
TPR A 09870r 11 01 9 64e-09 295-305 


1277 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 l.OOe-12 341-353 
PR M 41 S A 1 1 73 2 29e-l 1 302-3 14 


1277 


PRO 1256 


— r : ~ 7j— 

Otxl transcription factor signature 11 


PRA1 9SfiR ^ 99 4 44e-09 431-443 

l XvU l^JUD J.^ffa *t.*rtv v/^ tjittj 

PR01256B 5.92 9.39e-09 432-444 


1278 


PR00756 


Membrane alanyl dipeptidase (Ml) 
family signature IV 


PROfmtfn 10 78 7 75e-l 8 412-427 
PR00756A 12.71 1. 45 e- 17 245-260 
PR00756B 15.53 2.04e-14 297-312 
PR00756E 10 37 5 68e-09 431-443 


1278 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-Dinoing region 


IPB000130 5.86 6.57e-09 412-422 


1278 




oiycosiae nyoroiase iamuy 


IPB002594A 4.24 1.00e-08 26-35 


1288 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 252-266 


1288 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 5,64e-09 164-177 


1288 


TTin aao r\r\£ 

IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


TPRftfttfiflfiR 90 93 6 19e-09 348-385 
PR00019B 11.42 8.91e-09 112-125 


1290 


PR00019 


Leucine-rich repeat signature II 


PR Ann 1 0R 1 1 49 4 1Re-12 83-96 
PRftOOIQA 1 1 72 1 00e-10 86-99 
PR00019A 11.72 1.67e-10 111-124 


1290 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 7.43e-10 131-145 


1290 


IPB000267 


Asparaginase/glutaminase family 


IPB000267A 12.78 7.67e-09 11-27 


1290 


> PR01528 


EDG-4 lysophosphatidic acid 
receptor signature II 


PR01528B 3.89 8.48e-09 130-144 


1292 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.85e-09 195-232 


1293 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.85e-09 195-232 


1295 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.35e-20 92-126 


1295 


PR00007 


Complement C1Q domain signature 

ni 


PR00007C 16.13 5.93e-14 159-180 
PR00007B 15.63 1.66e-13 112-131 
IPB001073C 13.07 2.25e-13 159-178 



WO 2004/080148 



PCT/US2003/030720 



424 
TABLE 3B 









IPB001073D 7.60 6.40e-12 191-200 
EPB001073A 22.14 4.67e-ll 32-66 
PR00007D 9.66 6.29e-10 189-199 
PR00007A 20.64 3.68e-09 86-112 


1295 


PR00513 


5 -hydroxytryptaraine IB receptor 
signature IV 


PR00513D 10.60 9.80e-09 50-67 


1296 


PR01481 


Neurotensin type 2 receptor signature 
VI 


PR01481F 11.66 8.46e-28 236-259 
PR01481E 6.05 7.87e-25 214-235 
PR01481C 15.05 1.00e-17 150-163 


1296 


PR01479 


Neurotensin receptor signature II 


PR01479B 12.40 2.43e-17 89-101 
PR01481A 7.58 3.54e-16 1-13 
PR01481B 6.68 1.45e-15 14-26 
PR01481D 4.62 2.19e-15 164-175 
PR01479E 8.74 3.70e-15 305-315 
PR01479D 13.10 6.57e-14 294-304 
PR01479A 8.89 1.00e-13 29-39 


1296 


PR00237 


Rhodopsin-like GPCR superfiamily 
signature VI 


PR00237F 14.34 9.33e-13 269-293 
PR00237G 19.23 4.44e-12 314-340 


1296 


PR00665 


Oxytocin receptor signature IV 


PR00665D 10.30 1.32e-ll 108-124 
PR01479F 8.03 5.19e-ll 342-352 
PR00237A 9.81 7.33e-10 34-58 
PR00237D 9.76 7.43e-10 125-146 


1297 


IPB001101 


Plectin repeat 


IPB001101C 6.05 3.42e-35 894-946 


1297 


IPB001589 


Actinin-type actin-binding domain 


IPB001589C 16.73 1.78e-31 285-316 
IPB001589D 26.07 2.55e-27 340-383 
IPB001101M 9.29 7.80e-27 1607-1657 
IPB001101Z 7.76 2.12e-25 3013-3066 
IPB001101B 12.20 1.00e-24 791-844 
IPB001101F 10.86 3.20e-22 1078-1126 
IPB001101E 6.00 7 


1297 


IPB002017 


Spectrin repeat 


IPB002017A 14.19 3. 25e- 1 1 246-262 
IPB001101Q 7.28 8.69e-ll 2855-2892 
IPB001101S 8.38 9.52e-ll 2695-2738 
IPB001101N 4.86 2.32e-10 1779-1833 
IPB001101N4.86 3.81e-10 1758-1812 
IPB001101N 4.86 3.87e-10 1737-1791 
IPB001 101R 5.90 3.91e-10 31 12-3165 
IPB001101T 7.36 5.01e-10 2720-2774 
IPB001101W 10.36 5.46e-10 3033-3062 
IPB001101T 7.36 5.53e-10 3067-3121 
IPB001101R 5.90 2.07e-09 2727-2780 


1297 


1PB000237 


GRIP domain 


IPB000237B 30.66 2.76e-09 2392-2442 
IPB001101Q 7.28 3.27e-09 3166-3203 


1297 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 5.92e-09 1742-1781 
IPB001101O 8.21 6.25e-09 1767-1800 


1297 


IPB002079 


"Gag polyprotein, inner coat protein 
pl2« 


IPB002079J 10.53 6.85e-09 1766-1794 


1297 


IPB001715 


Calponin homology (CH) domain 


IPB001715A 10.74 7.00e-09 241-251 
IPB001101W 10.36 7.63e-09 2798-2827 
IPB001589E 11.55 8.94e-09 389-398 


1297 


IPB003865 


Prolyl 4-hydroxylase alpha subunit 
C-terminus 


IPB003865A 20.35 9.33e-09 2093-2137 
IPB001101X 9.00 9.86e-09 3063-3096 


1298 


IPB001101 


Plectin repeat 


IPB001101C 6.05 3.42e-35 906-958 


1298 


IPB001589 


Actinin-type actin-binding domain 


IPB001589C 16.73 1.78e-31 297-328 
IPB001589D 26.07 2.55e-27 352-395 
IPB001101M 9.29 7.80e-27 1619-1669 , 
IPB001101Z 7.76 2.12e-25 3025-3078 
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IPB001101B 12.20 1.00e-24 803-856 
IPB001101F 10.86 3.20e-22 1090-1138 
IPB001101B6.00 7 


1298 


EPB002017 


Spectrin repeat 


IPB002017A 14,19 3.25e-ll 246-262 | 
IPB001101Q 7.28 8.69e-ll 2867-2904 
IPB001101S 8.38 9.52e-ll 2707-2750 
IPB001101N 4,86 2.32e-10 1791-1845 
IPB001101N4.863.81e-10 1770-1824 
IPB001101N4.863.87e-10 1749-1803 
IPB001101R 5.90 3.91e-10 3124-3177 
IPB001101T 7.36 5.01e-10 2732-2786 
IPB001101W 10.36 5.46e-10 3045-3074 
IPB001101T 7.36 5.53e-10 3079-3133 
IPBOOllOIR 5.90 2.07e-09 2739-2792 


1298 


IPB000237 


GRIP domain 


IPB000237B 30.66 2.76e-09 2404-2454 
EPBOOHOIQ 7.28 3.27e-09 3178-3215 


1298 


TPB001664 


Intermediate filament proteins 


IPB001664B 17.44 5.92e-09 1754-1793 
IPB001101O 8.21 6.25e-09 1779-1812 


1298 


IPB002079 


"Gag polyprotein, inner coat protein ! 
pl2" 


IPB002079J 10.53 6.85e-09 1778-1806 


1298 


IPB001715 


Calponin homology (CH) domain 


IPB001715A 10.74 7.00e-09 241-251 
IPB001101W 10.36 7.63e-09 2810-2839 
IPB001589E 11.55 8.94e-09 401-410 


1298 


IPB003865 


Prolyl 4-hydroxylase alpha subunit 
C-terminus 


IPB003865A 20.35 9.33e-09 2105-2149 
IPB001101X 9.00 9.86e-09 3075-3108 


1306 


IPB000998 


MAM domain 


IPB000998C 18.63 9.65e-15 510-525 
IPB000998D 18.66 2.41e-14 575-598 
IPB000998B 17.20 4.55e-10 430-442 


1306 


PR00020 


MAM domain signature I 


PR00020A 20.48 7.62e-10 428-446 
PR00020C 12.01 4.78e-09 509-520 


1308 


IPB001552 


Acyi-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 726-766 
IPB001552D 24.88 5.35e-19 635-677 
IPB001552C 25.04 7.75e-15 581-621 

TT>nrtrti CMti 10 AC 1 in* 10 COA CCO 

IPB001552B 18.05 3.19e-12 530-552 
IPB001552A 11.25 6.90e-10 503-514 


1309 


IPB001552 


Acyl-CoA dehydrogenase 


lrBU015j2h 22.// 2.4oe-iy /Uo-/4o 
IPB001552D 24.88 5.35e-19 617-659 
IPB001552C 25.04 7.75e-15 563-603 
1PB001552B 18.05 3.19e-12 512-534 
IPB001552A 11.25 6.90e-10 485-496 


1310 


IPB002524 


Cation efflux family 


IPB002524B 23.89 5.20e-17 86-125 


1310 


IPB003452 


Stem cell factor 


IPB003452B 19.11 6.63e-09 145-193 


1311 


PR00215 


Neuromodulin signature III 


PR00215C 13.82 7.5 8e- 10 743-763 


1311 


PR00194 


Tropomyosin signature IV 


PR00194D 9.54 7.19e-09 622-645 


1311 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422A 13.23 7.43e-09 718-762 


1314 


IPB000569 


HECT domain (Ubiquitin-protein 
ligase) 


IPB000569C 20.19 8.94e-30 2270-2299 


1314 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 9.00e-17 361-385 
IPB000135D 2.13 7.04e-16 370-394 
IPB000135D 2.13 3. 70e- 15 360-384 
IPB000135D 2.13 5.50e-15 364-388 
IPB000135D 2.13 7.43e-15 367-391 
IPB000135D 2.13 7.94e-15 365-389 
IPB000569A 16.82 8.58e-15 2 


1314 


IPB001580 


Calreticulin family 


IPB001580F 2.93 5.50e-10 370-379 


1314 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 6.26e-10 352-399 
IPB001580F 2.93 7.75e-10 369-378 
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IPB000135D 2.13 8.34e-10 351-375 
IPB000569B 18.58 8.92e-10 2233-2249 


1314 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 8.97e-10 359-386 


1314 


IPB002889 


WSC domain 


IPB002889B 11.76 2.88e-09 1392-1438 
IPB000135D 2.13 4.09e-09 381-405 
IPB000135D 2.13 4.18e-09 352-376 

nrnArtrtncn O 10 A 1 AO 1*1 111 

IPBU0U135D 2.13 4.3oe-uy 1 
IPB002889B 11.76 4.66e-09 1440-1486 


1314 


IPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) 


TT>nnA1AAAT> C OT C AO 1 A1Q 1 AA1 

IPBUU2U00L) D.o / 0.2oe-Uy l*fzy- In**/. 

TDTi(\t\f\M*T\ O 11 A 11t» flO 1AQ-1T\ 

lrl3UUU13DlJ 2.13 0.2 /e-W 5**y-jfj 
IPB001580F 2.93 6.40e-09 374-383 
ronnnfM i M & 45*» no 4fl6 

IPB002889B 11.76 6.81e-09 1458-1504 
IPB002000D 5.87 7.1 le-09 1434-1447 
TPP*fiO,9RRQR 1 1 76 7 47e-09 1417-1463 
IPB001990C 33.59 7.51e-09 347-394 
IPB000135D 2.13 8.36e-09 350-374 
IPB002889B 11.76 9.53e-09 1402-1448 


1314 


IPB000637 


HMG-I and HMO-Y UNA-Dinamg 
domain (A+T-hook) 


nmnnnftt7R 14 910 71e-09 369-387 


1314 


PR01073 


Presenilin 1 signature 111 


PR01073C 1.45 9.89e-09 367-378 


1317 


PR0U45 


Thyrotropin receptor precursor 
signature I 


PR01 145A 6.74 9.10e-l 1 3-22 


1317 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


FRU14/2A lo./o /.ooe-uy WOI 


1321 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 7.88e-l2 335-348 
PR00019B 11.42 1.33e-10 477-490 

rRUUUiyA 1 1./2 4.UUe-llr HoU-^fSO 

PR00019A 1 1.72 4,33e-10 338-351 


1321 


IPB001580 


Calreticulin family 


TDD AA 1 CCAT7 1 Q1 A QAa '\(\ 64R-657 
TODAAI ^CAI7 1 Q1 A QAt* 1 fi 640-6^ R 

TPRHni 5RO.T? ? 03 4 04e-1 0 650-659 
PttOnniQR 1 1 42 5 33e-10 167-180 
PR00019A 11.72 4.00e-09 454-467 


1321 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.64e-09 637-661 
PR00019B 11.42 7.55e-09 193-206 
PR00019B 11.42 7.55e-09 309-322 
PR00019B 11.42 7.82e-09 45 1-464 
IPB000135D 2.13 8.55e-09 635-659 


1322 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003O06B 20.23 9.14e-12 297-334 


1322 


IPB001000 


Glycoside hydrolase family 10 


1PB001000H 10.38 7.80e-09 8-21 


1323 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e«09 8-21 


1324 


IPB003884 


Factor I membrane attack complex 


IPB003884A 12.20 7.06e-09 34-45 


1328 


PR00258 


Speract receptor signature II 


ppnno^fiR 7 04 5 Oftp-16 654-665 
PR00258B 7.94 6.50e-16 30-41 
PR00258B 7.94 6.50e-16 204-215 
PR00258A 13.56 9.70e-14 635-651 
PR00258B 7.94 2.58e-13 316-327 
PR00258E 14.06 4.16e-13 491-503 
PR00258A 13.56 5.63e-13 402-418 
PR00258A 13.56 6.14e-13 185-201 
PR00258B 7.94 6.62e-13 421-432 
PR00258C 9.05 9.18e-13 45-55 
PR00258A 13.56 1.22e-12 1 1-27 
PR00258A 13.56 1.22e- 12 297-313 
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PR00258E 14.06 1.98e-12 99-111 
PR00258E 14.06 9.22e-12 273-285 
Pl?nft9^Rn 14 90 9 ftflfi-1 1 4-68-482 
PR00258D 14.29 3.20e-ll 700-714 
PR00258D 14.29 2.76e-10 250-264 
PR00258C 9.05 4.95e-10 219-229 
PR00258C 9.05 4.95e-10 331-341 
PR00258E 14.06 5.42e-10 385-397 
P1?nfi95Rn 14 90 R ftfie-1 0 362-376 

PR00258C 9.05 7.51e-09 436-446 


1333 


IPB000970 


"Developmental signaling protein, 
Wnt-1 family 


rppnnn07nF 99 74 1 O0p-40 202-255 
TPPinnn070F 23 43 1 51e-40 307-355 
IPB000970C 13.22 2.80e-25 101-132 
TPR000970B 14 73 6 14e-23 65-88 


1333 


PR01349 


Wnt protein signature IV 


PR01349D 8.90 3.81e-20 222-237 
IPB000970D 13.85 3.48e-17 167-186 
PR01349C 10.34 3.86e-15 167-179 
PR01349A 11 18 8 55e-14 103-117 
PR01349B 10.00 3.32e-12 122-135 
PR01349E 12.39 5.61e-ll 283-294 


1333 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 4.20e-10 137-171 
IPB000970A 13.08 5.78e-10 41-56 


1335 


PR00245 


Olfactory receptor signature I 


PR00245A 10.98 8.92e-l 1 59-70 


1335 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 3.61e-09 18-30 


1337 


IPB001522 


"Fatty acid desaturase, type 1" 


TPRnA1^99n 19 R1 1 ftfte-40 119-154 
IPB001522F 22.32 1.00e-40 241-295 
IPB001522E 20.55 5.85e-36 163-216 
IPB001522C 14.10 2.89e-33 81-117 


1337 


PR00075 


Fatty acid desaturase family 1 
signature IV 


PR00075D 13.27 3.57e-33 131-160 
PR00075C 10.51 3.40e-22 94-114 
PR00075G 10.50 6.62e-20 268-282 
PR00075E 11.60 6.46e-18 192-210 
PR00075A 16.73 9.44e-17 47-67 
DDnf\m?c 1A £7 fi rip 1^ 99^-946 

PR00075B 13.44 4.56e-14 71-93 
IPB001522B 29.55 6.82e-12 29-80 


1339 


EPB000135 


High mobility group proteins HMGl 
and HMG2 


IPB000135D 2.13 9.86e-17 43-67 
IPB000135D 2.13 6.10e-16 45-69 
IPB000135D 2.13 1.77e-15 47-71 
IPB000135D 2.13 2.93e~15 44-68 
IPB000135D 2.13 3.83e-15 41-65 
IPB000135D 2.13 2.95e-14 48-72 
IPB000135D 2.13 7.93e-14 42-66 
IPB000135D 2.13 7.81e~13 49-73 


1339 






IPB001422C 16.82 3.41e-U 40-75 
IPB000135D 2.13 9.08e-ll 40-64 
IPB000135D 2.13 9.69e-ll 50-74 


1339 


IPB001580 


Calreticulin family 


IPB001580F2.93 1.00e-10 50-59 
IPB000135D 2.13 2.17e-10 51-75 
IPB000135D 2.13 3.15e-10 39-63 
IPB001580F 2.93 4.94e-10 57-66 
IPB001580F 2.93 4.94e-10 58-67 
IPB001580F 2.93 5.50e-10 56-65 
IPB001580F 2.93 6.06e-10 54-63 
IPB001580F 2.93 7.75e-10 49-58 
IPB001422C 16.82 7.99e-10 43-78 
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JLrlJUUlHZZL* 10.5/ o.Joc-lv **£." 1 1 

IPB000135D 2.13 8.63e-10 38-62 
Irijuui^our i.7J o.ooc-iu ji-ou 
IPB001422C 16.82 9.05e-10 46-81 
IPB001580F 2.93 9.44e-10 59-68 

LTDUv Itmv JLU.OZ- J.U1CU7 •tO OJ 

IPB000135D 2.13 6.27e-09 37-61 ! 
TPT*flM4?9r 16 87 6 40e-09 44-79 
IPB001580F 2.93 6.40e-09 52-61 
IPB001422C 16 82 8 99e-09 47-82 


1339 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+l-nooK) 


LPB000637B 14.21 1.00e-08 45-63 
TPRftM 580F 1 93 1 00e-08 61-70 


1340 


IPB004000 


Actin and actin-like 


LPB004000C 8.664.86e-20 137-191 
TPROA4000D 13 38 5 70e-16 267-321 


1340 


PR00190 


Actin signature VI 


PR00190F 7.36 2.20e-14 135-154 
TPR004000A 9 97 4 64e-13 5-43 
IPB004000B 6.57 5.80e-12 83-133 


1341 


PR01333 


Two pore domain K+ channel 
signature I 


PR01333A 18.74 4.00e-18 125-153 


1341 


PR01463 


EAG/ELK/ERG potassium channel 
family signature VI 


PR01463F 4.09 1.95e-12 243-260 
PB01 %W\K 1 0 39 9 71e-10 255-264 


1341 


PR01526 


EDG-6 sphingosine l-phosphate 
receptor signature IV 


PR01526D 5.56 9.71e-09 1-16 


1343 


IPB003006 


Immunoglobulin and major 
nistocompatiDinty complex domain 


IPB003006B 20.23 8.20e-10 348-385 


1344 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 833-848 
IPB000998B 17.20 l,62e-ll 761-773 


1344 


PR00020 


MAM domain signature I 


PR00020A 20.48 3.62e-ll 759-777 
PR00020C 12 01 8 12e-10 832-843 
IPB000998D 18.66 9.61e-10 898-921 


1344 


IrBUOiUUo 


immunogiODunn ana major 


IPB003006A 17 51 7 lle-09 354-376 


1344 


PR00096 


Glutamine amidotransferase 

eiimorfomi \\t ciim'ltlirf 1 TTT 

supcriaimiy bigimiuic 111 


PR00096C 15.85 9.28e-09 534-547 


1345 


IPB002350 


Kazat-type serine protease inhibitor 
family 


IPB002350 31.78 3.92e-13 127-167 


1345 


1PB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 1.37e-12 75-91 


1345 


lrDUUJUUO 


immunogiODunn ana major 
histocompatibility complex domain 


IPB003006B 20.23 3.88e-10 231-268 I 


1345 


IrBUUZiZo 


Zinc-containing alcohol 
aenyarogcnabc 


IPB002328C 11 03 8.84e-10 76-90 


1346 


lrt>UUUzZ4 


v esicuiovirus pnospnoproiein 


IPB000224A 7.26 6.74e-10 437-470 


1346 


IPB000135 


High mobility group proteins HMG1 
ana timsjz 


IPB000135D 2.13 7.16e-10 430-454 


1 346 


PR00449 


Transforming protein P21 ras 
signature I 


PR00449A 12.48 8.16e-10 83-104 


1346 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 9.13e-10 85-105 
IPB000135D 2.13 3.09e-09 434-458 


1346 


IPB000619 


Guanylate kinase 


IPB000619A 18.08 4.21e-09 85-102 


1346 


PR00905 


Hypothetical mycoplasma lipoprotein 
(MG045) signature VIII 


PR00905H 6.88 5.89e-09 343-363 


1346 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.14e-09 84-99 


1346 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 9.57e-09 86-99 


1346 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 9.69e-09 79-99 


1346 


IPB000795 | GTP-binding elongation factor 


IPB000795A 10.67 9.77e-09 84-99 
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IPB000135D 2.13 9.82e-09 429-453 


1348 


PR00406 


Cytochrome B5 reductase signature 
VI 


PR00406F4.29 4.86e-ll 158-166 


1348 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.48e-ll 473-510 
TPRnrnnnfTR oo 91 4 6 a p-io 991-328 
IPB003006B 20.23 3.08e-09 190-227 


1348 


PR00014 


Fibronectin type HI repeat signature 
IV 


ppnnni4n 15 19 r s^p-no R91-Q05 


1349 


PR00698 


C.elegans Srg family integral 
membrane protein signature V 


PPftfl6QRF 14 65 9 76*»-0Q 07-129 


1349 


IPB002146 


ATP synthase B/B Cr(U) 


TPRflft9l46 91 6 Q4e-09 174-212 


1350 


IPB000215 


Serpins 


IPB000215D 15.35 1.41e-18 311-337 
TPR n nft915A n 01 R 29e-18 72-95 
IPB000215C 13.90 1.53e-15 207-221 
IPB000215E 15 36 7 00e-13 378-402 
IPB000215B 9.87 4.68e-ll 180-192 


1352 


tddaai nil 


Kiuosomai iuna aaciuiic 
dimethylase 


IPB001737A27.il 8.54e-10 134-179 


1355 


IPB0Uu9uo 


ZjVj domain 


TPB000906G 25 85 6 28e-10 164-212 
IPB000906A 22.49 3.16e-09 58-100 


1356 


IPB001245 


1 yrosine Kinase cataiyuc aomam 


TPR001245B 21 68 6 54e-13 385-423 


1356 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 3.97e-ll 389-443 


1356 


IPB000961 


Protein kinase C-terminal domain 


TPRftftflQ6in 91 93 9 99e-10 381-422 
IPB001245A 22.45 3.18e-10 332-372 


1356 


TT4TJ AA1 O CC\ 

IPB001359 


Synapsin 


TPRnft1l5W 29 58 7 12&-10 696-746 
IPB001359H 22.58 4,84e-09 695-745 


1356 


IPB002889 


WSC domain 


IPB002889B 11.76 6.81e-09 1510-1556 
TPRn A 9RRQR 1 1 76 0 95e-09 1491-1537 


1357 


IPB001359 


Synapsin 


IPB001359H 22.58 7.12e-10 289-339 
TPRnftl^QH 99 5R 4 R4p-0Q 288-338 


1357 


IPB002889 


WbC aomam 


TPRflfl9RRQR 1 1 76 6 81e-09 1 103-1149 
IPB002889B 11.76 9.25e-09 1084-1130 


1358 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VII 


PPnn9V7fi 10 9^ 0 64e-15 41-67 


1358 


TT» T> A A AA »7 £. 

IPB000276 


Rhodopsin-like GPCR superfamily 


TPR A fin976n Q 40 5 05e-19 51-67 

IPB000276C 8.03 8.50e-ll 8-19 


1359 


nn A1 /\A 1 

PR01041 


Metnionyl-tKNA syntnetase 
signature V 


PPmfl41F 16 79 9 69e- 17 306-321 
PR01041D 11.02 7.43e-13 276-287 
PPM 041 A 1 1 40 8 68e-13 47-60 


1359 


TADAA1 /til 

1PBUU1412 


: i * t— : 

Aminoacyl -transfer RNA synthetases 

class-I 


TPR001419R 6 33 8 71e-12 344-354 

IrDUulTlAD U.J J O. / Iw JLA. JTTJJ1 

PR01041B 1 1.59 4.06e-09 82-96 


1359 


r\r% f\i AOO 

PR01038 


Arginyl-tRNA synthetase signature II 


PP01 01RR Q 197 6Re-09 59-75 


1360 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353A 18.51 7.3 0e-27 42-91 


1363 


IPB003006 


Immunoglobulin and major 

hictnrnmnsitiWilitv AArrtrilev HAtnain 


IPB003006B 20.23 8.83e-ll 374-411 


1365 


PR01360 


Interleukin-1 receptor antagonist 
precursor IL-1RA signature VI 


PR01360F 14.44 9.86e-18 116-134 


1365 


PR00264 


Interleukin-1 precursor family 
signature III 


PR00264C 19.37 4.90e-16 108-123 
PR01360E 9.69 9.33e-13 95-115 


1365 


EPB000975 


Interleukin-1 


IPB000975E 28.12 3.57e-12 95-134 


1365 


PR01357 


Interleukin-1 alphafteta precursor 
family signature VI 


PR01357F 17.87 7.15e-10 108-123 
PR00264A 18.63 9.85e-09 55-75 


1366 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 1224-1251 
IPB001599F 18.95 7.00e-24 786-815 
IPB001599H 18.42 6.40e-20 999-1026 
IPB001599N 24.85 7.69e-20 1417-1449 
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QPB001599A 10.97 9.69e-18 123-141 


1366 


CPB001134 


■Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 1237-1251 
TTTDnm <ooA>f 11 oo 4 71p-11 1164-1375 

IPB001599G 13.87 8.94e-13 967-976 
n>nnni SQOR 7 4S 4 RQ«-1 9 90Q-221 
IPB001599D 11.61 6.90e-12 729-739 
nmnm^QQT 90 QQ 1 00e-1 1 1065-1090 
IPB0015991 10.83 7.60e-ll 1034-1043 
tprooisqqk 8 IS 1 46e-10 1194-1205 
IPB001599C 14.40 3.55e-09 236-252 
TPR001 SQ9F 11 069 77e-09 756-765 


1368 


IPB001526 


Ly-6/u-PAR domain 


IPB001526C 13.04 7.55e-15 90-105 
TPR001S96A 13 24 9 14e-ll 12-27 
IPB001526B 12.26 7.75e-10 46-55 


1967 


IPB001400 


Somatotropin hormone family 


fprooi400B 23 62 1 90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1967 


PR00836 


Somatotropin hormone family 
signature n 


PR00836B 17 50 2 44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1968 


IPB001400 


Somatotropin hormone family 


TPR001400B 23 62 1 90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1968 ■ 


PR00836 


Somatotropin hormone family 
signature n 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1969 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
TPR001400A 14 85 4 91e-16 55-78 


1969 


PR00836 


~ r M 

Somatotropin hormone family 
signature II 


ppoorigr 1 7 50 2 44e-14 121-139 i 
PB00836A 15 53 2 35e-13 99-112 


1970 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1970 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00816A IS SI 2 1Se-13 99-112 


1971 


IPB000215 


Serpins 


IPB000215E 15.36 5.76e-17 425-449 
IPB000215A 13.01 3,42e-15 111-134 
TPRn0091sn IS IS 8 05e-ll 346-372 
IPB000215C 13.90 1.29e- 10 241-255 
IPB000215B 9.87 6.04e-10 214-226 


1972 


PR00390 


Phospholipase C signature I 


PB 001 00 A 14. 94 6 14e-20 2-20 


1973 


IPB000734 


Lipase 


IPB000734 10.25 8. 50e-09 468-482 


1977 


1PB000689 


UbiH/COQ6 monooxygenase family 


TDnnnrt^Ron 98 07 7 81i»-1Q 177-427 
IPB000689B 27.03 9.59e-28 217-251 
TPR0006RQT 1 8 76 1 74e-24 262-286 
IPB000689A9.il 1.25e-ll 52-64 


1977 


PR00420 


Aromatic-ring hydroxylase 
(flavoprotein monooxygenase) 
signature III 


PP00490P 19 44 8 S3e-1 1 373-388 


1977 


PR01001 


FAD-dependent glycerol-3- 
phosphate dehydrogenase family 
signature I 


PR01001A 8.45 1.60e-09 51-63 
PR00420A 15.97 3.95e-09 52-74 
PR00420B 13.97 8.53e-09 215-230 


1980 


IPB000345 


Cytochrome c family heme-binding 
site 


IPB000345 9.03 7.19e-09 153-165 


1982 


IPB002610 


Rhomboid family 


IPB002610C 5.81 3.81e-10 262-272 
IPB002610B 5.33 6.81e-09 203-213 


1984 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124D 21.85 2.50e-12 251-287 
IPB001124C 25.71 5.08e-ll 184-227 


1985 


IPB000817 


Prion protein 


IPB000817A 8.34 6.40e-09 70-112 
IPB000817A 8.34 8.67e-09 64-106 


1988 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442F 15.05 1.00e-40 585-628 
IPB001442C 14.98 4.82e-40 498-532 
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IPB001442A 26.12 4.09e-39 259-311 
IPB001442D 15.34 1.00e-34 533-564 


1988 


IPB000885 


Fibrillar collagen Oterminal domain 


IPB000885B 19.15 1.93e-27 300-353 
IPB001442A 26.12 8.93e-27 103-155 

■mnnni a a*) a o/C 11 o /Cn Q 0*7 1 A£ 1 ^9 
IPB0U1442A 20. 12 y.Qye-Zf lUO-lJO 

IPB001442A 26.12 4.19e-26 368-420 

IPB000885A 11.46 4.80e-26 363-400 

IPB001442A 26.12 6.52e-26 1 12-164 1 

IPB001442A 26.12 9.71 


1988 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 9.18e-19 374-408 
IPB000885B 19.15 9.40e-19 309-362 

IPB001442A 26.12 9.42e-19 265-317 
IPB001442A 26.12 9.77e-19 133-185 
IPB000885B 19.15 1.12e-18 81-134 
IPB001442A 26.12 1.33e 


1988 


IPB001285 


Synaptophysin/synaptoporin 


IPB001285F 6.39 4.08e-09 340-384 
IPB000885B 19.15 4.11e-09 48-101 
IPB000885B 19.15 4.35e-09 174-227 
IPB001442B 12.38 4.41e-09 257-277 
IPB001442B 12.38 4.41e-09 417-437 
IPB000885B 19.15 4.68e-09 147-200 
IPB000885B 19.15 4.68e- 


1988 


IPB000817 


Prion protein 


IPB000817A 8.34 7.73e-09 258-300 
IPB001073A 22.14 7.75e-09 76-110 
IPB001442B 12.38 7.81e-09 25-45 
IPB001073A 22.14 7.89e-09 151-185 
IPB001073A 22.14 a.31e-U9 410-45U 
IPB000817A 8.34 8.39e-09 255-297 
IPB001442B 12.38 8.42e-09 363-383 
IPB001442A 26.12 8.59e-09 160-212 
IPB001442A 26.12 8.90e-09 40-92 
IrBUU1442o 12.io o.yie-uy ^/.y-*¥\y 
IPB000885B 19.15 8.94e-09 324-377 
IPB001073A 22.14 9.30e-09 82-116 
IPB001073A 22.14 9.30e-09 307-341 
IPB001442B 12.38 9.64e-09 323-343 

TDQAAI A/71 A 09 UQ 7?A_flQ 
lrDUUlU/J/V LL. 14 y, IAC-\)y ito-io^ 

IPB000885B 19.15 9.84e-09 412-465 


1989 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 1.18e-14 111-149 
IPB000033D 30.18 6.25e-ll 67-105 
IPB000033C 11.58 6.40e-10 135-149 
IPB000033C 11.58 8.07e-09 48-62 

rnnnnnmir' 11 CO 0 A*7*» AO Q1 1 A^ 

IPB0QQQ33L 11.58 o.U/e-Uy yi-lUj 


1990 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 1.18e-14 111-149 1 
IPB000033D 30.18 o.25e-ll 0/-1U3 
IPB000033C 11.58 6.40e-10 135-149 
IPB000033C 1 1 .58 8.07e-09 48-62 
IPB000033C 11.58 8.07e-09 91-105 


1992 


PR00205 


Cadherin signature II 


PR00205B 20.09 4.94e-14 114-143 
PR00205D 12.22 9.31e-14 198-217 , 
PR00205F 19.57 1.53e-12 167-193 
PR00205D 12.22 8.20e-12 93-112 
PR00205G 13.05 2.46e-ll 201-218 
PR00205G 13.05 3.93e-10 96-113 


1992 


IPB002126 


Cadherin domain 


IPB002126B 12.04 7.68e-10 102-119 
PR00205A 17.38 8.15e-09 160-179 


1993 


PR00205 


Cadherin signature II 


PR00205B 20.09 4.94e-14 114-143 
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PR00205D 12.22 9.31e-14 198-217 
PR00205F 19.57 1.53e-12 167-193 
PR00205D 12.22 8.20e-12 93-112 
PR00205G 13.05 2.46e-ll 201-218 


1993 


BPB002126 


Cadherin domain 


IPB002126B 12.04 7.68e-10 102-119 
PR00205A 17.38 8.15e-09 160-179 


1994 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


1995 


PR01534 


Vomeronasal type 1 receptor family 
signature V 


PR01534E 7.16 1.23e-09 5-19 


1996 


IPB000221 


Protamine PI 


IPB000221 5.48 2.97e-12 124-150 
IPB000221 5.48 9.30e-12 113-139 
IPB000221 5.48 2.l9e-ll 153-179 
IPB000221 5.48 2.59e-ll 114-140 
IPB000221 5.48 3.91e-ll 128-154 


1996 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.265.88e-ll 148-182 
IPB000221 5.48 6.16e-ll 142-168 
IPB000221 5.48 6.43e-ll 149-175 
IPB000221 5.48 7.62e-ll 110-136 
IPB000492B 5.269.35e-ll 129-163 
IPB000492B5.26 9.35e-ll 152-186 
IPB000221 5.48 2.73e-10 168-194 
IPB000221 5.48 4.70e-10 112-138 
IPB000221 5.48 4.70e-10 144-170 
IPB000492B 5.26 6.97e-10 153-187 
IPB000492B 5.26 8.12e-10 156-190 
IPB000492B 5.26 8.53e-10 155-189 
IPB000221 5.48 8.89e-10 151-177 
IPB000492B 5.26 9.06e-10 128-162 
IPB000492B 5.26 9.69e-10 150-184 
IPB000221 5.48 1.00e-09 133-159 
IPB000221 5.48 1.46e-09 115-141 
IPB000221 5.48 3.31e-09 159-185 
IPB000221 5.48 3.31e-09 172-198 
IPB000492B 5.26 3.84e-09 125-159 
IPB000221 5.48 5.15e-09 157-183 
IPB000221 5.48 5.27e-09 102-128 


1996 


PR00055 


HIV TAT domain signature III 


PR00055C 9.12 5.92e-09 66-82 
IPB000221 5.48 6.19e-09 166-192 
IPB000492B 5.26 6.38e-09 144-178 
IPB000492B 5.26 6.67e-09 157-191 
IPB000221 5.48 6.88e-09 147-173 

TnnAAAIA 1 c A O C OOa AA 1 £ 1 1 OT 

IPB000221 5.48 o.88e-09 161-187 
IPB000492B 5.267.75e-09 127-161 

iT\T\r\/\r\ a r\or> c *\£. o -J A «. AO lie 1 ACS 

IPB000492B 5.26 8.34e-09 115-14y i 


1996 


1PB000271 


Kibosomal protein 


TPRn00?71 1 5 87 Q 78e-09 161-198 
IPB000492B 5.26 9.90e-09 161-195 
IPB000221 5.48 1.00e-08 126-152 


1998 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.91e-ll 52-89 
IPB003006B 20.23 3.52e-10 155-192 
IPB003006B 20.23 1.69e-09 250-287 
IPB003006B 20.23 4.81e-09 437-474 


1998 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 5.85e-09 59-82 


1999 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 8.60e-ll 313-332 


2000 


IPB00U40 


ABC transporter transmembrane 


IPB001140A 21.73 2.00e-19 107-153 
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region 


TPB001 140R 15 69 4 44a. 1 n 909-060 

lTDV/vl llyJD 1j>Ua t.'i'lC 1 \J am frQw 


2000 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 7.88e-10 120-135 


zuuu 


BD AA10£ 


ij i r l/UJoo \j l Jr-Dinaing protein < 
family signature I 




ZUUU 


Ir BUUUoy / 


GTP-binding signal recognition 
particle ^oivrD^j aomain i 


TP'onnnROTA oh< <7*» no ion 110 


ZUUU 


IrUUUlJZH 


Phosphoribulokinase family 


rpnnni*?04A is 10 s nn»_no 117 us 


2001 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 5.26e-10 778-813 


2001 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.16e-09 309-334 


2001 


IPB003134 


Repeat in HSl/Cortactin 


IPB003134F 15.66 7.29e-09 776-824 
PR01217D 4.57 7.49e-09 562-583 


2001 


IPB000996 


Clathrin light chain 


XPB000996B 20.25 7.82e-09 752-804 


2001 


IPB002079 


"Gag polyprotein, inner coat protein 
pl2" 


EPB002079J 10.53 9.19e-09 779-807 


2001 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135A 11.69 9.62e-09 763-817 


2001 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 9.64e-09 375-392 


2001 


IPB001101 


Plectin repeat 


IPB001101K 8.53 9.92e-09 96-139 


2002 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 

rnr»AAi rr^rx r\ a tin c 1 c 1 f\ A^*y At A 

EPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 

IHT1AA1 C OT% IO AC O 1 <\ 1Avt \AC 

IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 


2003 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 546-569 


2003 


IPB003886 


Extracellular domain in nidogen 


itinAA<inn/r\ 1 o r\ i o T-? _ 1 /• ^t*^ 

IPB003886D 13.91 8.77e-l5 253-272 


2003 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-l4 126-141 


2003 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 208-219 

rnnAAAi £ta o o /r 1 aa. 11 o o o /to 

IPB000152 8.86 1.00e-13 253-268 

TDDAHA1 CO 0 C< 1 Ma 11 0O.0 OOl 

lrJDUUUljZ o.oo l.oZe-lJ ZUo-ZZJ 

TDDnniOQlD 10 Ofi A HZ. a. 11 1 OA 110 

IrDUUloolli IZ.Zo 4. Oe-1.5 IZO-li/ 


2003 


1PB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 88-130 
IPB000998B 17.20 l.OOe- 12 428-440 


2003 


PR00020 


MAM domain signature I 


ADAAAOA A OA AO 1 OOn 1 1 A^C AAA 

PR00020A 20.48 2.88e-ll 420-444 
IPB000998C 18.63 5.30e-l 1 483-498 

TDQnmCQ1T3 lO OQ Q CCo 11 0^7 0£A 

IrbUUioolD IZ.Zo o.joe-ll ZDJ-Z04 


2003 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


2003 


TTIOAAAC^ 1 

IPB000561 


EGF-like domain 


TI^OAAACiTI A OA O OC« 1 A A*7 1AC 

IPB000561 4.89 3.25e-10 97-105 


2003 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 
IPB000033B 7.05 5.97e-09 213-223 


2003 


TOT5AAA1 

IPB000167 


Dehydrin 


TTiTIAAAl CI A O CO 1 1 A AA 1 >IA *>^T 

IPB000167A 8.58 7.14e-09 340-367 


2003 


IPB003367 


Thrombospondin type 3 repeat 


TnTiAn^ ✓''■y a i i to a ^a_ a a i if i ac 

IPB003367A 11.78 9.79e-09 175-195 


2004 


IPB001258 


NHL repeat 


IPB001258B 28.61 4.30e-17 102-136 
IPB001258B 28.61 7.00e-17 8-42 
IPB001258B 28.61 5.60e-ll 55-89 


2UU5 


TDI5AAA1 OO 


KnouAr domain 


TBDf\nA1 OOP 1 (L AQ O \C QCO Q/TQ 

irDUUiuyoC lo. **y o.jie-io yoz-yoy 
IPB000198B 12.47 9.10e-15 862-879 


2005 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 3.89e-ll 753-768 
IPB000198A 15.95 9.61e-10 810-826 


2005 


IPB002551 


Coronavirus SI glycoprotein 


IPB002551J 18.56 3.60e-09 499-540 


2005 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369C 24.81 4.27e-09 65-105 


2005 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 7.24e-09 1054-1093 


2007 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 9.21e-105-22 


2008 


IPB003164 


Alpha adaptin carboxyl-terminal 
domain 


IPB003164L9.84 1.00e-40 48-82 
IPB003164N 8.78 1.00e-40 184-222 
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TPPflO^ 1 11 *T1 1 AAo /(A OCC 110 

iri5UUoi04l^ lo. /l l.UUe-40 Zoj-3iy 
IPB003164S 13.40 1.00e-40 353-394 
IPB003164R 10.50 2.35e-38 320-352 
IPB003164O 13.89 8.62e-35 223-255 
irijuujio^r lz.zo /.oje-jj zdo-Z54 
IPB003164M 10.25 5.18e-31 107-138 

It DuUj IOtI 1U.J / 4.000- Zj J50-414 


?on 


TPROOI^SQ 


oynapsin 


tprooi^sot-i oo o 7^0 no \a^aa 

LrDKJxJ 1 J jytl ZZ. Do Z. /De-Uy 14-04 
TPROOI^SQH 90 ^ fiOp-00 40-QO 


2015 


PR004S6 


PinACAmal nrAtpin PO cicmofirrp \/ 


PP004S6F 3 0P» S 71*^00 00-ln 




TPROOTI^d 


JCvCpCal 111 no l/V^UllaLllIl 


TPR0011^4F IS 66 1 48p HQ IAS 10** 


2017 


PR01297 


Colicin lysis protein signature I 


PR01297A 6.60 6.02e-09 16-29 


2018 


PR00205 


Cadherin signature IV 


PR00205D 12.22 3.25e-16 37-56 
PR00205G 13.05 1.37e- 13 40-57 

PPAAOACT? 10 <0 1 1Ao n £ M 

rKUUZlDr lio/ o.iue-iJ O-oZ 
PR00205C 13.59 6.62e-09 23-35 


2020 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862C 26.48 8.94e-09 113-161 


2021 


IPB001909 


KRABbox 


IPB001909 17.37 8.65e-30 56-90 


ZUZZ 


TDDAm nnn 


KJsAJo DOX 


TTVTIAAIAAA 1 T IT O C C ~ 1A CZT nA 

1PB001909 17.37 8.65e-30 56-90 


oao4 
ZUZ4 


IrbUUUjoU 


Histidine acid phosphatase 


TDDAAAC^A IT A1 1 AA — 1£ If CT 

JPB000560 17.02 1.00e-16 35-57 


2026 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.00e-24 545-570 


zuzo 


1PB001909 


KRAB box 


IPB001909 17.37 2.86e-21 134-168 
IPB000822 14.67 2.29e-17 573-598 
IPB000822 14.67 3.57e-17 487-512 

TPDAAAOOO 1/1 ST) CA Q lO cic C/IA 

UriJUUUoZZ 14.0/ Z.OUe-li Mj-D4U 


oooa 


punnn/is 
rl\.UUU4o 


j. : ~ 

C2H2-type zinc finger signature I 


DDAAA/ID A O Ovl /I 0O« 1 1 CIA COO 

rKUUU4SA y.V4 4oZe~l 1 D/U-DoJ 

PR00048A 9.94 5.26e-ll 484-497 
PR00048B 5.52 1.00e-10 558-567 

PPOOOARA Q QA ^ R/?p 10 510 SOS 
rrvuuu*fO/v ^.yn j.ooe-iu jiz-jZj 


2026 


IPB001012 


UBX domain 


IPB001012A 12.95 7.00e-10 297-312 




TPR001SR0 


^direucuiiii iamiiy 


TPRfim sfiHT? o qi i no,© no in*; ha 
irjouuoour z.yj i.uue-uy 0UDoi4 

PR00048B 5.52 6.50e-09 500-509 


2026 


PR 01 07^ 


Pi*^ciant tin 1 cirmafiira TTT 

rrescniiin i signaiure in 


PDHimiP 1 A< A AOo AO 7AA 111 

rKuiu/ju 1.4D o.oze-uy oUUol 1 


2026 


IPB000135 


High mobility group proteins HMG1 
ana ruvnjz 


IPB000135D 2.13 9.73e-09 298-322 


2029 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


OAOQ 

zuzy 


tddaai i 


JNetrin, u-terminus 


IODAA1 10/10 IT OO A 1 1 O TO 

1PB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


OA11 
ZUJ 1 


DP AAA 1/1 
rKUUU14 


Fibronectin type III repeat signature 
IV 


DDAAA1 A T\ K 1 T C ~ 1 A 1 T 1 1 

PR00014D 15.12 5.26e-10 17-31 


OHIO 

ZUJZ 


tpdaaa/i qi 


Leucine rich repeat C-terminal 
domain 


TlYOAAAilOl 11 IB ^ Of. i>) 110 1 T"» 

IPB000483 11.18 6.85e-13 118-132 


ZUJZ 


DDAAA1 O 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 27-40 

PP 0001 OR 1 1 40 8 00^-00 04-^7 


2033 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 118-132 


2033 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 27-40 
PR00019B 11.42 8.09e-09 24-37 


2034 


IPB000203 


GPS domain 


IPB000203A 18.40 9.25e-20 991-1021 
IPB000203B 13.98 8.88e-15 1111-1132 


2034 


IPB000832 


G-protein coupled receptors family 2 
(secretin-like) 


IPB000832C 19.53 9.46e-13 1111-1140 


2034 


PR00249 


Secretin-like GPCR superfamily 
signature III 


PR00249C 15.44 1.73e-10 1113-1136 
IPB000832G 15.17 7.81e-09 1281-1306 


2035 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 3.45e-21 51-76 
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EPB000822 14.67 4.00e-19 79-104 
IPB000822 14.67 3.40M6 23-48 


2035 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 6.54e-14 20-33 


2035 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.05e-14 11-50 
IPB001275 19.17 2.14e-13 39-78 
PR00048B 5.52 4.00e-ll 92-101 
PR00048A 9.94 6.21e-ll 76-89 
PR00048B 5.52 6.25e-ll 64-73 
PR00048A 9.94 5.09e-10 104-117 
PR00048B 5.52 2.00e-09 8-17 
IPB001275 19.17 4.53e-09 67-106 
PR00048A 9.94 8.12e-09 48-61 


2035 


PR00995 


36kDa capillovirus serine protease 
(S35) signature VI 


PR00995F 16.50 9.73e-09 1-19 


2038 


PR00049 

< 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.71e-10 8-22 
PR00049D 0.00 9.43e-10 9-23 


2038 


IPB003861 


E4 protein 


IPB003861B 9.06 1.98e-09 17-31 
PR00049D 0.00 2.37e-09 12-26 
PR00049D 0.00 2.53e-09 11-25 

r>r» nr> A/inr^ a aa a i r\e\ in *>a 

PR00049D 0.00 4.36e-09 10-24 


OA1B 




— j : 

Tudor domain 


IPB002999B 7.50 7.55e-09 13-21 
IPB002999B 7.50 7.55e-09 14-22 
LPB0U2999B 7.50 8.36e-09 11-19 




tdqaaaaoo 


117:..- / r ^Tjn + __ 

z,mc linger, czriz type 


TDDAAAOT1 1 A CI O OO* AA 1 Art 

IPB000822 14.67 8.88e-09 199-224 




TPQAA1 11 A 


Hi 1 (nistiaine triad) tamiiy 


TDDAA1 1 1 A A 1 O 1C 1 TC„ 1 O 1 A*7 

IPBU01310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2039 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 209-227 


2039 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 


2040 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2040 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6,26e-10 209-227 


2040 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 


2041 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2041 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 209-227 


2041 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 


2042 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.52e-10 102-126 
IPB000135D 2.13 9.71e-10 104-128 
IPB000135D2.13 9.90e-10 101-125 
IPB000135D 2.13 3.18e-09 105-129 
IPB000135D2.13 9.55e-09 103-127 


2043 


PR00074 


Protein-lysine 6-oxidase precursor 
signature VIII 


PR00074H 17.29 8. lie- 19 264-283 
PR00074E 11.34 3.88e-16 193-213 
PR00074F 11.47 6.65e-16 217-238 
PR00074B 7.56 4.98e-12 126-150 


OA/! 1 

ZU4j 


lrB001o95 


Lysyl oxidase 


IPB001695E 9.12 5.70e-12 110-151 
PR00074D 21.66 2.94e-10 171-192 


2043 


PR00258 


Speract receptor signature I 


PR00258A 13.56 3.70e-10 5-21 
PR00258C 9,05 4.95e-10 43-53 
PR00258D 14.29 6.29e-10 76-90 
IPB001695F 11.10 6.24e-09 151-179 


2046 


PR01254 


Prostaglandin D synthase signature II 


PR01254B 12.05 1.17e-09 339-349 


2048 


IPB000374 


Phosphatidate cytidylyltransferase 


IPB000374B 15.86 2.06e-27 375-402 
IPB000374A 12.59 3.65e-16 271-283 


2049 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 7.95e-ll 118-132 
PR00320B 12.82 2.08e-10 118-132 
PR00320C 12.32 4.33e-09 118-132 
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2052 


PR01446 


Claudin-8 signature m 


PR01446C 9.62 2.27e-09 119-131 


2053 


IPB002884 


Proprotein convertase P-domain 


IPB002884B 15.69 6.33e-09 114-131 


2054 


IPB000361 


Hypothetical hesB/yadR/yfhF family 


IPB000361B 19.14 3.08e-19 122-153 j 
IPB000361A 17.83 2.71e-16 73-93 


2055 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.28e-10 133-170 


one c 




Myelin P0 protein 


IPB0U092UC 15.78 3.92e-09 161-213 


2055 


PR00213 


Myelin P0 protein signature V 


PR00213E 5.51 8.97e-09 179-203 


2058 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 3.17e-17 27-79 
IPB001442A 26.12 3.60e-17 33-85 
IPB001442A 26.12 1.21e-16 39-91 1 


2058 


IPB000885 


Fibrillar collagen (^terminal domain 


IPB000885B 19.15 2.19e-16 35-88 
IPB000885A 11.46 5.06e-16 40-77 
IPB001442A 26.12 6.02e-16 30-82 
IPB000885B 19.15 3.65e-15 44-97 
IPB000885B 19.15 4.39e-15 26-79 
IPB000885B 19.15 4.49e-15 32-85 
IPB001442A 26.12 9.29e-15 24-76 


2058 


PR00453 


Von Willebrand factor type A 
domain signature I 


PR00453A 11.78 1.75e-14 107-124 
IPB000885A 11.46 2.29e-14 43-80 
IPB000885A 11.46 3.92e-14 52-89 
IPB000885B 19.15 6.97e-14 29-82 
IPB001442A 26.12 7.65e-14 42-94 
IPB001442A 26.12 8.63e-14 45-97 
IPB001442A 26.12 1.00e-13 36-88 
IPB000885A 11.46 2.89e-13 37-74 
IPB000885A 11.46 6.33e-l3 49-86 
IPB000885B 19.15 7.07e-l3 38-91 

TDTDrtAAOOCD 1ft If "7 A C~ 1 O A 1 Oil 

IrBUOOooSB 19.15 7.4oe-13 41-94 


2058 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 1.72e-12 45-79 
1PB000885A 11.46 5.93e-12 55-92 
IPB000885A 11.46 6.04e-12 46-83 

n>DAf>1ATl A OO 1 A *7 A O^. 1 O AO O 

lrJtJUUUooDiJ ly.O /.o4e-lZ ZJ-/0 
IPB001442T* 12 ^89 RSe-17 61-81 


2059 


1PB001541 


SUR2-type hydroxylase/desaturase 


IPB001541A 12.30 5.50e-ll 40-52 


2060 


IPB003006 


Immunoglobulin and major 

lUaiu^uiiipaLiuiiiiy LumpiCA uuillalll 


IPB003006B 20.23 6.19e-09 134-171 


2061 


PR00918 


Calicivirus non-structural polyprotein 

fnmilv ciornaHii*^ J 
lalxliiy algllaiurc 1 


PR00918A 13.81 3.59e-12 37-57 


2061 


IPB002078 


Sigma-54 factor interaction protein 
ldiniiy 


IPB002078A 20.43 6.31e-10 43-77 


2061 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.11e-10 42-57 


2061 


IPB000765 


GTP1/OBG family 


IPB000765 26 91 7 67e-10 41-84 


2061 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 2.43e-09 44-57 


2061 


PR00830 


Endopeptidase La (Lon) serine 
protease (SI 6) signature I 


PR00830A 8.52 4.50e-09 47-66 


2067 


PR00874 


Fungi-IV metallothionein signature 

in 


PR00874C 4.37 6.50e-09 7-21 


2071 


PR01539 


Interleukin-1 receptor type II 
precursor signature IX 


PR015391 14.65 9.06e-09 223-246 


2074 


IPB001284 


Ribosomal protein L34e 


1PB001284A 18.97 3.48e-31 15-50 
IPB001284B 26.99 1.41e-28 53-85 


2074 


PR01250 


Ribosomal protein L34 signature IV 


PR01250D 13.87 2.69e-23 73-95 
PR01250B 13.36 7.92e-17 33-50 
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PR01250A 1 1 2S 7 75p-1 3 70-33 
PR01250C 9 53 4 52e-12 53-63 
IPB001284B 26 99 3 75e-09 82-114 


2076 


IPB000171 


Bacterial-type phytoene 
dehydrogenase 


IPB000171E 7 19 8 20e-09 294-304 


2077 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2077 


IPB000034 


LamininB 


IPB000034C 12.97 7.31e-09 84-102 


2077 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


2078 


IPB001774 


Delta serrate lipand 


IPB001774D 19 23 5 91e-09 50-96 


2078 


PB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


2078 


TPB000561 


FfrF-liVp Hnmnin 

UiVJlUlVC UUlXlolU 


TPR000561 4 RQ R 07e-OQ R4-Q7 


2079 


TPR001774 


ucila oviioic l] gall u 


TPR001774D 10 71 5 Q1p-OQ 50-06 


2079 




T -J>TY11T11TI R 
JUalilllllil D 


TPR000034P 17 07 7 31p-OQ R4-107 


2079 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 




PR 00436 


TntM*lmi lnn.fi CKmotiiro T 
1X11CI ICUKin*0 MglldXUIC 1 


PP00436 A 1 5 70 Q ft 1 4J17 


2081 


IPB001187 


Tissue Factor (TF) 


IPB001187G 15.20 7.00e-10 33-69 


2081 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 2.69e-09 146-180 


onsi 
ZUoi 


JrKUUU4y 


Wilm's tumour protein signature IV 


ddaaa/1 at* a aa c ai« aq oa<t 01 a 

rKuuu4yii u.uu o.uie-uy ziD-ziy 
PR00049D 0.00 6.34e-09 207-221 
PR00049D 0.00 7.41e-09 203-217 


2081 


PR00499 


Neutrophil cytosol factor 2 signature 
I 


PR00499A 7.48 7.60e-09 791-808 


OAC 1 


TDDf\fi1 ICQ 


Synapsin 


IPB001359H 22,58 8.08e-09 772-822 


2081 


IPB003036 


Gag P30 core shell protein 


IPB003036C 11.53 9.63e-09 155-171 


2082 


IPB001039 


"Major histocompatibility complex 
protein, Class I" 


IPB001039B 27.55 3.01e-09 103-154 


2083 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2083 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2084 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2084 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
1PB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2085 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2085 


PRO 15 36 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2086 


IPB002117 


p53 tumor antigen 


IPB002117A9.71 5.50e-15 13-23 


2087 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-l0 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 
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TD'DAAAA'7/1 

lr rJUUUU /4 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
1PBQ00Q74C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 


2090 


EPB001211 


Phospholipase A2 


IPB001211B 17.16 3.12e-31 49-76 


2090 


PR00389 


Phospholipase A2 signature III 


PR00389C 17.85 2.50e-20 61-79 
PR00389B 10.67 6.91e-16 42-60 
IPB001211D 11.66 5.50e-14 109-124 
PR00389E 13.06 8.20e-14 109-125 
IPB001211C 14.62 1.56e-ll 84-102 


2091 ! 


t»Tj A 1 0 1 *7 

PRO 12 17 


Proline rich extensin signature VI 


PR01217F 4.24 8.40e-09 65-82 


2092 


IPB001354 


Mandelate racemase/muconate 
lactonizing enzyme family 


IPB001354C 32.55 1. 00e-24 255-296 
IPB001354D 32.92 2.07e-18 343-388 
IPB001354B 18. 16 3.91e-18 132-158 


2094 


IPB000222 


Protein phosphatase 2C subfamily 


IPB000222F 19.87 4.94e-15 285-305 
IPB000222E 14.28 6.33e-15 257-275 
IPB000222G 9.17 1.95e-12 311-324 
IPB000222C 6.84 2.08e-12 176-185 
IPB000222H 9.33 7.97e-12 347-359 
lr\t>UUU222r> 1 D.oO 2.ooe-10 144-154 

TDIJAAAOOOn 1 1 HA H HA a AA HI C HHH 

lrnUUUZZZU i 1. /4 2. /4e-\jy 21 j-232 
TPRAAAOOOT R 01 A 7?ja-AQ AA»_A17 


2095 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 4.71e-15 107-122 
IPB000152 8.86 1.47e-14 44-59 


2095 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 1.47e-ll 107-118 


2095 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, y w i u repeat 


IPB000033B 7.05 4.96e-ll 49-59 

TDDAA1 oom 10 HO C <CO» 11 yf >1 CC 

IrBUUloolD 12.28 O.Ooe-11 44-55 


2095 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 7.10e-10 49-59 

Tjo AHA 1 A/"" 1 C AO 1 (COn in in 1 Ol 

rROOOlOC 6.98 7.68e-10 112-122 
IPB001881B 12.28 2.57e-09 5-16 

TDDAAAAnO H AC 1 1Q- AA 111 1 lO, 

IrUUUUUJJU /.Uj J.lie-Uy 112-122 


2095 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 5.71e-09 107-126 




ppaao/ic 


Olfactory receptor signature III 


rKUU24DO 14.03 y. Die- 17 218-234 


zuyo 


lr dUUUZ /O 


Knoaopsin-iiKe urUK supertamily 


IPB0U0276A 11.56 9.25e-l4 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


zuyo 


Dp A A0 17 


Rhodopsin-like GPCR supertamily 
signature V 


TiT> A A0 1*713 11 AO 1 OO AA OjI1 <\£1A 

PR00237E 13.03 3.83e-09 241-264 


9AG£ 


ppaac^/I 


Melanocortin receptor family 
signature I 


T|TJ AACJ /I A 10 "7*7 C 1 *7 — /\n AO 1 Af 

PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 






Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 


2097 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2097 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2097 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2097 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2097 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 
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ounmnn 10 oi 1 nn« no iaa ia(\ 


2098 


IPB001169 


"Integrin beta, C-terminus" 


IPB001 169J 7.42 4.63&-10 49-62 


2098 


PR01186 


Integrin beta subunit signature XI 


PR01 186K 7.39 7.27e-10 49-62 
PR01186K 7.39 9.75e-09 15-28 


2102 


PR00193 


Myosin heavy chain signature in 


PR00193C 11.66 9.77e-24 126-153 


2102 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4.84e-19 124-146 
PR00193B 12.36 6.81e-18 74-99 
IPB000857D 12.93 7.64e-12 153-191 
PR00193A 14.87 8.50e-12 14-33 
IPB000857B 11.35 1.00e-10 55-101 


O 1 AO 

2102 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 76-91 


2103 


PR00193 


Myosin heavy chain signature HI 


PR00193C 11.66 9.77e-24 126-153 


2103 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4.84e-19 124-146 
PR00193B 12.36 6.81e-18 74-99 
IPB000857D 12.93 7.64e-12 153-191 
PR00193A 14.87 8.50e-12 14-33 

TTVD AAAOCTD 1 1 OC 1 AA« 1A CC 1 A1 

LPBQ00857B 11.35 1.00e-10 55-101 


2103 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 76-91 


0 1 AC 

zllo 


IPBQ02350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 2.86e-18 77-117 


2105 


IPB000716 


Thyroglobulin type-1 repeat 


IPB000716C 17.62 2.88e-18 274-292 

FD"DAAA01 CT\ 1 C VIA O 1 C~. 1 C OOiC 11A 

lrUUUU/loU IjAy /.loe-15 zyo-JlU 






— ; — — : 

Leucine rich repeat C-terrrunal 
domain 


TTVDAAA/IQO 11 IOC CA« 1*5 AC CA 

LPB0U04o3 11.18 5.5Qe-13 45-59 


0111 
Z 1 1 1 


Jx .DUUUZZ L 


Protamine PI 


TUDAAA001 C AQ 1 AO a AA 1 OA 

IrnUUUzzl jAo i.Uoe-Oy 3-zy 


911° 

Zl 1Z 


PPA1/11 s 


Ankynn repeat signature II 


DDA1 Al CD 1 A Ol C OOa AQ 1C 10 

rKU1415l3 lU.Zi D.ooe-Uy zo-3o 


91 


TppnnA4i^ 
irDUUU'f i o 


Outer Capsid protein VP4 
^ricuiaggiuiinin ) 


fDDAAAX 1 CO 1 C 11 1 AA« AA 1 OO 00£ 

lrDUUU41or 10.3/ /.OUe-Uy loo-zzo 


2114 


IPB000416 


Outer Capsid protein VP4 
^ncrnaggiunmn j 


IPB000416P 15.37 7.00e-09 188-226 


2115 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 17-32 


91 1 5 
Zl 1 J 


PPflAAOA 

rivuuuzu 


MAM domain signature III 


AAAOA/"* 10 Al O 10« 1A 1C OO 

rKUUUzUL/ lz.Ol o.lze-lU 10-27 
IPB000998D 18.66 9.61e-10 82-105 


9116 
Zl 10 




MAM domain 


TODAAAAAO/~» lO CI 1 AC«. 10 1*7 OO 

lrrJUUUyyoC lo.oi l.Soe-lZ 17-32 


2116 


PR00020 


MAM domain signature III 


PR00020C 12.01 8.12e-10 16-27 

TDQAAAAAOr\ 1 D CC A C\ * 1A OO 1 AC 

lPBOOOyyoD 18.00 9.61e-10 82-105 


2118 


IPB002642 


Lysophospholipase catalytic domain 


IPB002642E 18.19 6.91e-10 86-111 


01 1 Q 


rDI3AAO£/IO 


Lysophospholipase catalytic domain 


IPB002642E 18.19 6.91e-10 86-1 1 1 


2120 


IPB000817 


Prion protein 


IPB000817A 8.34 7.73e-10 255-297 


2120 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 7.26e-09 262-314 


2122 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 72-109 


O 1 oo 

2122 


1PB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 318-335 


9191 
zxzj 




Immunoglobulin and major 
histocompatibility complex domain 


TDDAAinA/TD OA 11 1 Aln. 1*1 OO 1 AA 


2123 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 318-335 


2124 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 72-109 


2124 


IPB003531 


Short hematopoietin receptor family 
1 


PB003531C 15.87 9.38e-ll 318-335 


2125 


IPB000008 


C2 domain 


IPB000008C 23.37 7.94e-25 109-148 


2125 


PR00360 


C2 domain signature I 


PR00360A 15.18 1.60e-13 107-119 


2125 


PR00399 


Synaptotagmin signature II 


PR00399B 14.30 1.69e-12 94-107 
IPB000008D 14.83 3.86e-ll 164-182 
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PR00360B 1 1.64 5.94e-l 1 136-149 
PR00399C 15.89 4.98e-10 151-166 
PR00399D 12.72 6.33e-10 171-181 
PR00399A 15.05 8.65e-09 79-94 


2126 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.78e-14 142-180 


2126 


IPB001670 


Iron-containing alcohol 
dehydrogenase 


IPB001670D 13.90 5.50e-09 158-173 


2130 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 7.53e-26 8-60 


2130 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 1-54 
IPB000885B 19.15 2.38e-23 19-72 
IPB001442A 26.12 8.04e-23 11-63 
IPB001442A 26.12 8.83e-23 20-72 
IPB000885B 19.15 2.32e-22 4-57 
IPB001442A 26.12 2.93e-22 5-57 
IPB001442A 26.12 5.37e-22 17-69 


2130 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 87-103 
IPB001442A 26.12 7.91e-16 26-78 
IPB000885A 11.46 1.49e-15 33-70 
IPB000885A 11.46 5.74e-15 24-61 
IPB000885B 19.15 5.98e-15 28-81 
IPB000885A 11.46 8.30e-15 9-46 
IPB000885A 11.46 2.99e-14 30-67 
IPB000885B 19.15 4.13e-14 31-84 


2130 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 17-51 
IPB000885A 11.46 8.60e-14 39-76 
IPB000885B 19.15 2.17e-13 34-87 
IPB001073A 22.14 7.89e-13 23-57 
PR00258B 7.94 8.42e-13 106-117 
IPB001442A 26.12 2.17e-12 35-87 
IPB001442B 12.38 2.98e-12 24-44 
IPB001442B 12.38 5.58e-l2 21-41 
IPB001073A 22.14 6.94e-12 20-54 
IPB001073A 22.14 8.38e-12 11-45 
IPB001442A 26.12 8.47e-12 32-84 
IPB001442B 12.38 8.47e-12 12-32 
IPB001073A 22.14 8.74e-12 29-63 
IPB001442B 12.38 9.69e-12 15-35 
IPB001442B 12.38 1.71e-ll 51-71 
IPB001442B 12.38 2.86e-ll 9-29 
IPB001073A 22.14 3.83e-ll 14-48 
IPB000885B 19.15 5.90e-ll 40-93 
IPB001442B 12.38 8.86e-ll 6-26 
IPB001073A 22.14 9.17e-ll 44-78 
IPB001073A 22.14 9.50e-ll 2-36 
IPB001073A 22.14 1.15e-10 8-42 
IPB001073A 22.14 2.83e-10 26-60 


2130 


IPB000817 


Prion protein 


IPB000817A 8.34 2.88e-10 1-43 
IPB000885B 19.15 4.09e-10 37-90 
IPB000885A 11.46 4.23e-10 42-79 
IPB001073A 22.14 4.81e-10 47-81 
IPB001073A 22.14 5.12e-10 50-84 
IPB001073A 22.14 6.03e-10 5-39 
IPB001442A 26.12 9.26e-10 38-90 
IPB001442B 12.38 1.24e-09 18-38 
IPB001073A 22.14 2.13e-09 41-75 
IPB001442B 12.38 2.70e-09 3-23 
IPB001442B 12.38 4.65e-09 45-65 
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PB001442B 12.38 5.62e-09 27-47 
IPB000885A 11.46 5.87e-09 45-82 
IPB001442B 12.38 6.84e-09 48-68 
IPB001073A 22.14 9.30e-09 38-72 


2131 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 7.53e-26 8-60 


2131 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 1-54 
IPB000885B 19.15 2.38e-23 19-72 
IPB001442A 26.12 8.04e-23 11-63 
PB001442A 26.12 8.83e-23 20-72 
IPB000885B 19.15 2.32e-224-57 
IPB001442A 26.12 2.93e-22 5-57 
IPB001442A 26.12 5.37e-22 17-69 


2131 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 87-103 
IPB001442A 26.12 7.91e-16 26-78 
IPB000885A 11.46 1.49e-15 33-70 
IPB000885A 11.46 5.74e-15 24-61 
IPB000885B 19.15 5.98e-15 28-81 
IPB000885A 11.46 8.30e-15 9-46 
IPB000885A 11.46 2.99e-14 30-67 
IPB000885B 19.15 4.13e-14 31-84 


2131 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 17-51 
IPB000885A 11.46 8.60e-14 39-76 
IPB000885B 19.15 2.17e-13 34-87 
IPB001073A 22.14 7.89e-13 23-57 
PR00258B 7.94 8.42e-13 106-117 
IPB001442A 26.12 2.17e-12 35-87 
IPB001442B 12.38 2.98e-12 24-44 
IPB001442B 12.38 5.58e-12 21-41 
IPB001073A 22.14 6.94e-12 20-54 
IPB001073A 22.14 8.38e-12 11-45 
IPB001442A 26.12 8.47e-12 32-84 
IPB001442B 12.38 8.47e-12 12-32 
IPB001073A 22.14 8.74e-12 29-63 
IPB001442B 12.38 9.69e-12 15-35 
IPB001442B 12.38 1.71e-ll 51-71 
1PB001442B 12.38 2.86e-ll 9-29 
IPB001073A 22.14 3.83e-ll 14-48 
IPB000885B 19.15 5.90e-ll 40-93 
IPB001442B 12.38 8.86e-ll 6-26 
IPB001073A 22.14 9.17e-ll 44-78 
IPB001073A 22.14 9.50e-ll 2-36 
IPB001073A 22.14 1.15e-10 8-42 
IPB001073A 22.14 2.83e-10 26-60 


2131 


IPB000817 


Prion protein 


IPB000817A8.342.88e-10 1-43 
IPB000885B 19.15 4.09e- 10 37-90 
IPB000885A 1 1.46 4.23e-10 42-79 
IPB001073A 22.14 4.81e-10 47-81 
IPB001073A 22.14 5.12e-10 50-84 
IPB001073A 22.14 6.03e-10 5-39 
IPB001442A 26.12 9.26e-10 38-90 
IPB001442B 12.38 1.24e-09 18-38 
IPB001073A 22.14 2.13e-09 41-75 
IPB001442B 12.38 2.70e-09 3-23 
IPB001442B 12.38 4.65e-09 45-65 
IPB001442B 12.38 5.62e-09 27-47 
IPB000885A 1 1.46 5.87e-09 45-82 
IPB001442B 12.38 6.84e-09 48-68 
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IPB001073A 22.14 9.30e-09 38-72 


2132 


EPB000237 


GRIP domain 


IPB000237B 30.66 3.22e-10 427-477 


2133 


EPB001909 


KRAB box 


IPB001909 17.37 6.50e-34 63-97 


2133 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.20e-22 354-379 
IPB000822 14.67 5.09e-21 438-463 
IPB000822 14.67 5.50e-20 606-631 
IPB000822 14.67 7.00e-20 578-603 
IPB000822 14.67 3.25e-19 522-547 
IPB000822 14.67 4.00e-19 326-351 
IPB000822 14.67 7.00e-19 410-435 
IPB000822 14.67 4.46e-18 494-519 
EPB000822 14.67 6.14e-17 382-407 
IPB000822 14.67 3.40e-16 550-575 
IPB000822 14.67 4.00e-16 466-491 


2133 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 547-560 
PR00048A 9.94 8.07e-13 351-364 
PR00048A 9.94 3.12e-12 519-532 
PR00048A 9.94 4.71e-12 379-392 
PR00048A 9.94 4.71e-12 463-476 
PR00048B 5.52 7.00e-12 619-628 


2133 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 7.04e-12 398-437 
PR00048A 9.94 7.88e-12 631-644 
PR00048A 9.94 1.95e-ll 603-616 
PR00048A 9.94 4.32e-ll 575-588 
PR00048B 5.52 5.50e-ll 451-460 
PR00048A 9.94 1.00e-10 323-336 
IPB001275 19.17 1. 3 6e- 10 426-465 
IPB001275 19.17 1.49e-10 482-521 
PR00048A 9.94 5.09e-10 435-448 
IPB001275 19.17 5.14e-10 510-549 


2133 


IPB002817 


ThiC family 


IPB002817H 11.39 5.42e-10 349-364 
PR00048A 9.94 5.91e-10 491-504 
IPB001275 19.17 8.18e-10 314-353 
IPB001275 19.17 9.15e-10 454-493 
PR00048B 5.52 9.36e-10 507-516 
IPB001275 19.17 9.39e-10 342-381 
IPB001275 19.17 9.39e-10 370-409 
PR00048B 5.52 2.00e-09 339-348 
IPB000822 14.67 2.13e-09 634-659 
PR00048B 5.52 2.50e-09 591-600 
IPB001275 19.17 2.71e-09 594-633 
PR00048B 5.52 3.00e-09 535-544 
IPB001275 19.17 3.62e-09 538-577 
PR00048A 9.94 4.38e-09 407-420 


2133 


IPB000306 


"FYVEZn-finger, 
rabphilin/VPS27/FABl type" 


IPB000306 8.96 4.71e-09 350-362 
PR00048B 5.52 5.50e-09 423-432 
IPB000306 8.96 5.76e-09 630-642 
IPB000306 8.96 6.03e-09 434-446 ! 
PR00048B 5.52 7.00e-09 367-376 
IPB002817H 11.39 7.34e-09 433-448 
IPB001275 19.17 8.18e-09 566-605 


2133 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.62e-09 375-409 


2137 


IPB000954 


Aminotransferase class-Ill pyridoxal- 
phosphate 


IPB000954B 21.02 9.38e-21 191-230 
IPB000954D 13.61 5.74e-17 277-295 
IPB000954C 12.88 9.44e-14 240-255 


2138 


IPB000954 


Aminotransferase class-Ill pyridoxal- 
phosphate 


IPB000954B 21,02 9.38e-21 191-230 
IPB000954D 13.61 5.74e-17 277-295 
IPB000954C 12.88 9.44e-14 240-255 
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2139 


IPB001254 


"Serine proteases, trypsin family" 


IPB001254A 9.98 6.14e-15 33-49 


2139 


PR00722 


Chymotrypsin serine protease family 
(SI) signature I 


PR00722A 12.06 4.54e-14 34-49 


2139 


IPB000001 


Kringle 


IPB000001D 11.31 7.56e-12 33-49 


2139 


IPB000177 


Apple domain 


IPB000177K 13.19 2.57e-10 35-67 
PR00722B 12.69 6.85e-10 90-104 


2142 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 3.89e-l 1 10-25 
IPB000152 8.86 4.86e-l 1 128-143 


2142 


IPB001881 


Calcium-binding EGF-hke domam 


IPB001881B 12.28 7.63e-ll 10-21 


2142 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 2.74e-10 133-143 


2142 


IPB002899 


EB module 


IPB002899B 11.81 5.59e-10 116-128 
IPB002899B 11.81 5.59e-10 157-169 
IPB001881B 12.28 6.57e-10 128-139 
IPB001881B 12.28 8.29e-10 169-180 
IPB001881A 8.72 9.36e-10 41-50 
IPB000152 8.86 9.72e-10 169-184 


2142 


EPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 9.81e-10 26-73 
IPB001862F 29.39 l.28e-09 102-149 


2142 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.03e-09 133-143 
PR00010A 12.91 7.27e-09 37-48 


2142 


IPB000561 


EGF-like domain 


IPB000561 4.89 7.43e-09 96-104 
IPB000561 4.89 7.43e-09 137-145 


2144 


IPB000608 


Ubiquitin-conjugating enzymes 


IPB000608 27.71 7.95e-12 72-116 


2146 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2147 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2148 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2151 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 248-287 
IPB002027C 19.67 2.74e-22 167-205 
IPB002027B 12.67 7.97e-12 103-122 


2159 


PR00503 


Bromodomain signature IV 


PR00503D 19.24 3.57e-21 432-451 


2159 


IPB001487 


Bromodomain 


IPB001487B 17.44 2.13e-19 423-444 
PR00503B 10.44 4.37e-19 105-121 
IPB001487A 11.44 5.20e-19 106-124 
PR00503C 19.09 4.00e-17 121-139 
IPB001487A 11.44 9.53e- 16 399-417 
PR00503A 14.57 4.00e-14 89-102 
PR00503B 10.44 8.64e-14 398-414 
PR00503D 19.24 9.25e-13 139-158 
IPB001487B 17.44 1.58e-12 130-151 


2159 


IPB001505 


"Cu(A) centre of cytochrome c 
oxidase, subunit 11 and nitrous oxide 
reductase" 


IPB001505B 15.93 5.94e- 10 417-466 
1PB001505A 18.04 1.17e-09 104-151 


2159 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 5.13e-09 496-535 
PR00503A 14.57 6.81e-09 382-395 


2159 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 7.49e-09 250-271 


2159 


PR01503 


Treacher Collins syndrome protein 
Treacle signature II 


PR01503B 3.77 7.64e-09 714-727 


2159 


IPB000574 


Tymovirus coat protein 


IPB000574A 32.18 7.78e-09 265-312 


2159 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.07e-09 266-278 


2159 


IPB001359 


Synapsin 


IPB001359H 22.58 8.51e-09 204-254 
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TPT?ftft1Q78 

JJDUUl? to 


Troponin 


TP"Rnni078T4 77 0O O 1 <a AO KA"\ 577 
irD\J\JLy too LL.yy y. lDO-Uy D4J.O/Z 


9160 


TPR009R69 


iTOiein oi unKnown luncuuu yunu 


JxJDUUZOOZL/ 1 I.jU y.DyG m \)y OU-oZ 






Ovnfofn l/tnaea farm in 0 1 nntnQin 

xTOlcin KulaSc v^ - IC 1111 111 al UvJulalQ 


Lruuuuyoijj zi.zj D.zye-zy /-4o 


2164 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 11-49 




lrouuuoDl 


r lUN/rnopmiin/rnoteKin rno-oinaing 
repeat 


TDT>fifinB<in 1^ HI O 1/C 11 £0 

lrJt>UUU<S0llj Y5.I5 y.oue-io U-OZ 


2164 


EPB001772 


Kinase associated domain 1 


IPB001772E 24.88 2.25e~l4 69-108 


2164 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.86e-14 81-118 
IPB001772D 21.67 4.73e- 13 18-57 

TDDrtniMTH 01 CO A CC~ 1 1 y| AC 

IroUUiSZ/l) Zl.jJ 4.ooe-l 1 4-45 


H\CA 




r AJv- DOX /JrZ i-KnO-0inaing 


TDDAnnnncD vjt ft ia k /rn 
JLrliUUUUsOr' 10.4/ y.oje-10 15-oy 


2164 


PB000959 


POLO box duplicated region 


IPB000959D 27.01 2.97e-09 62-114 


ZIoj 


IroUUuyol 


Protein kinase C-terminal domain 


Tim AAOA^ 1 T"\ OI OO C Of\» Oft H AO 

IPB00U961D 21.23 5.29e-29 7-48 


01 &z 
ZlOD 


rnnnfti 0>ic 

It.dUU1Z4j 


Tyrosine kinase catalytic domain 


TTlTi AA 1 O yf CTi Ol O OA— 1ft 1 1 AC\ 

1PB001245B 21.68 2.80e-19 11-49 


2165 


IPB000861 


PKN/rhophilin/rhotekin rho-binding ! 
repeat 


IPB000861G 13.73 9.60e-16 13-62 


2165 


IPB001772 


Kinase associated domain 1 


IPB001772E 24.88 2.25e-14 69-108 


2165 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.86e-14 81-118 
IPB001772D 21.67 4.73e-13 18-57 
IPB003527D 21.53 4.66e-ll 4-45 


2165 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 9.65e-10 15-69 


2165 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 2.97e-09 62-114 


2167 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.00e-26 147-181 
IPB001073A22.144.48e-20 101-135 


2167 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 9.63e-20 70-123 


2167 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 4.27e-19 71-123 
IPB000885B 19.15 7.48e-19 76-129 
IPB000885A 11.46 1.97e-18 78-115 
IPB000885A 11.46 2.94e-18 84-121 


2167 


PR00007 


Complement C1Q domain signature 
Ifl 


PR00007C 16.13 3.67e-18 215-236 
IPB001442A 26.12 l.lle-17 80-132 
PR00007A 20.64 1.84e-17 140-166 
IPB001442A 26.12 1.87e-17 86-138 
IPB000885B 19.15 5.39e-17 73-126 
IPB000885A 11.46 6.96e-17 81-118 
IPB000885B 19.15 8.87e-17 67- 


2167 


IPB000817 


Prion protein 


IPB000817A 8.34 3.27e-09 67-109 
IPB000885A 11.46 3.66e-09 35-72 
IPB001442A 26.12 4.13e-09 28-80 
IPB000885B 19.15 4.19e-09 42-95 
EPB000885A 11.46 4.77e-09 102-139 
IPB001442A 26.12 4.83e-09 40-92 
IPB001442B 12.38 5.99e-09 53-73 
IPB001442A 26.12 6.17e-09 37-89 
IPB000885B 19.15 7.55e-09 52-105 
IPB001442B 12.38 7.57e-09 87-107 
IPB001442B 12.38 8.54e-09 105-125 
IPB001073A 22.14 8.59e-09 46-80 
IPB000885B 19.15 8.69e-09 94-147 
IPB001442B 12.38 9.64e-09 90-110 


2169 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 206-247 


2169 


PR00209 


Alpha/beta gjiadin family signature II 


PR00209B 4.73 5.94e-12 226-244 
IPB002360C 15.36 5.93e-10 215-256 
IPB002360C 15.36 2.50e-09 195-236 
IPB002360C 15.36 2.50e-09 214-255 


2169 


IPB001359 


Synapsin 


IPB001359H 22.58 5.19e-09 220-270 
IPB002360C 15.36 5.20e-09 203-244 



WO 2004/080148 



PCT/US2003/030720 



445 
TABLE 3B 









IPB002360C 15.36 5.70e-09 212-253 
IPB002360C 15.36 6.10e-09 188-229 


2169 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 181-231 
IPB002360C 15.36 8.80e-09 218-259 


2170 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 206-247 J 


2170 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 226-244 
IPB002360C 15.36 5.93e-10 215-256 
IPB002360C 15.36 2.50e-09 195-236 
IPB002360C 15.36 2.50e-09 214-255 


2170 


IPB001359 


Synapsin 


IPB001359H 22.58 5.19e-09 220-270 
IPB002360C 15.36 5.20e-09 203-244 
IPB002360C 15.36 5.70e-09 212-253 
IPB002360C 15.36 6.10e-09 188-229 


2170 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 181-231 
IPB002360C 15.36 8.80e-09 218-259 


2172 


EPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 5.50e-13 45-59 


2173 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 69-106 


2175 


PR00457 


Animal haem peroxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2176 


PR00457 


Animal haem peroxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2177 


PR00457 


Animal haem peroxidase signature 
VII 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2179 


IPB002151 


Kinesin light chain repeat 


IPB002151B 14.23 8.01e-10 259-311 


2179 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421A 21.21 7.85e-09 62-81 


2180 


IPB003117 


Regulatory subunit of type II PKA R- 
subunit 


IPB003117C 17.01 1.00e-40 189-229 
IPB003117D 18.87 1.00e-40 240-280 
IPB003117G 17.45 8.50e-33 383-417 
IPB003117A 22.23 5.50e-26 66-98 
IPB003117E 18.84 5.85e-23 329-357 


2180 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595C 23.31 6.82e-21 363-388 


2180 


PR00103 


cAMP-dependent protein kinase 
signature II 


PR00103B 10.32 7.00e-i 8 215-229 
IPB000595B 15.72 7.50e-18 321-344 
IPB003117F 17.26 l.OOe- 17 365-379 
IPB000595B 15.72 4.43e-16 203-226 
PR00103A 9.07 7.75e-16 200-214 
IPB003117C 17.01 2.96e-15 307-347 
IPB003117D 18.87 4.14e-15 364-404 
PR00103E 12.91 5.91e-14 397-409 
PR00103D 10.18 2.93e-13 376-387 
IPB000595C 23.31 4.60e-13 239-264 
PR00103C 13.28 1.84e-ll 364-373 
PR00103D 10.18 2.98e-10 252-263 
IPB003117E 18.84 3.57e-10 199-227 
IPB003117B 18.84 5.43e-10 317-345 
IPB003117F 17.26 1.50e-09 241-255 
PR00103A 9.07 8.11e-09 318-332 


2181 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 4.94e-09 49-58 


2182 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
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IPB000907F 21.29 1.00e-28 313-345 


2182 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2182 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB0009071 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e-16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13.69 5.11e-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-ll 554-571 
IPB000907A 16.20 4.21e-10 94-103 


2183 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
IPB000907F 21.29 1.00e-28 313-345 


2183 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2183 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17*21 195-221 
IPB0009071 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e-16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-l 1 554-571 
IPB000907A 16.20 4.21e-10 94-103 


2184 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
IPB000907F 21.29 1.00e-28 313-345 


2184 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2184 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 1 
IPB0009071 27.52 7.16e-19 438-491 
EPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e-16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-ll 554-571 
IPB000907A 16.20 4.21e-10 94-103 
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1 2193 1 


DPB001774 1 1 


Delta serrate ligand 1 

3 


[PB001774C 18.25 1.71e-3l 37-79 
[PB001774D 19.23 3.32e-25 83-129 J 


2193 


PR00011 


rype III EGF-like signature IV ] 


PR00011D 12.12 4.57e-12 39-57 
lri3UU1774U Io.Zj Z. l.?e-iu oo-hv 


2193 
2193 


PR00010 
IPB000561 


rype II EGF-like signature III 
EGF-like domain 


PR00010C 6.98 3.90e-10 1 13-123 

PR0001 IB 13.08 7.88e-10 39-57 1 

IPB000561 4.89 9.25e-10 46-54 _J 


2193 
2193 

2193 


IPB001886 
IPB000152 

IPB000034 


Laminin N-terminal (Domain VI) 
Aspartic acid and asparagine 
hydroxylation site 
Laminin B 


[PB001886E 10.90 9.67e-10 44-60 j 
IPB000152 8.86 6.21e-09 108-123 | 
PR0001 1A 14.05 6.88e-09 39-57 I 
IPB000034A 22.21 9.00e-09 96-13 1 1 
IPB001762A 23.93 9.65e-09 126-166 1 


2193 
2195 
2197 


IPB001762 
IPB000467 | 
IPB002467 


Disintegrin 
Dlll/G-patch domain 
"Methionine aminopeptidase, 
subfamily 1" 


IPB000467 8.65 1.00e-08 329-339 | 
IPB002467C 17.56 2.29e-30 1 84-212 j 
IPB002467B 12.68 2.50e-23 158-179 | 


2197 


PR00599 


Methionine aminopeptidase- 1 
signature II 


PR00599B 10.21 8.00e-17 188-204 1 
IPB002467D 14.78 5.50e-15 257-282 
PR00599A 11.84 9.63e-14 166-179 j 
IPB002467F 18.38 I.58e-12 315-345 j 
IPB002467E 1 1.05 7.75e-12 290-302 
PR00599D 14.43 5.03e-10 288-300 
IPB002467A 15.75 2.87er09 130-147 


2197 


IPB001131 


Proline dipeptidase 


IPB001131D 11.56 5.l8e-09 290-303 
IPB001131B 18.96 8.10e-09 188-209 f 


2198 


IPB002889 


WSC domain 


IPB002889B 11.76 1.88e-12 366-412 
IPB002889B 11.76 3.54e-ll 365-411 
IPB002889B 11.76 4.96e-10 367-413 \ 
IPB002889B 11.76 6.84e-10 363-409 
IPB002889B ll .76 7.l3e-10 362-408 
IPB002889B 11.76 4.l9e-09 357-403 \ 


2198 


EPB003351 


Dishevelled specific domain 


IPB00335 lC 13.82 4.49e-09 372-41 1 
IPB002889B 11.76 4.56e-09 353-399 
IPB002889B 1 1.76 7.00e-09 355-401 

TTinftAiooor' ft qo c no %fn ^RR I 
IPB002oo9v^ y.o7 o. j/e-uy jo i-joq 


2199 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 5.85e-ll 192-212 | 


2199 


PR00364 


Disease resistance protein signature I 


nT»Artir>1 A O Oft A 11a ftO 1 C7 OIO 1 

PR00364A o.Zy 4. /le-uy iy /-ziz 


2199 


PR01102 


5-hydroxytryptamine 6 receptor 
signature XIII 


PR01102M 11.13 6.71e-09 1013-1035 


2199 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 7.71e-09 1021-1035 


2200 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478A 11.55 5.09e-09 61-71 
IPB001478B 6.12 1.00e-08 79-88 j 


J 2202 
2203 


PR01286 
IPB000998 


Orphan nuclear receptor NOR1 . ■ 
signature V 
MAM domain 


PR01286E 5.27 9.26e-09 322-343 1 
" IPB000998D 18.66 1.96e-15 546-569 


2203 
2203 


IPB003886 
IPB000152 


| Extracellular domain in nidogen 
Aspartic acid and asparagine 
hydroxylation site 


TPB003886D 13 91 8 77e-15 253-272 1 
IPB000152 8.86 2.89e-14 126-141 


T2203 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
IPB001881B 12.28 4.75e-13 126-137 


1 2203 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 88-130 ! 
IPB000998B 17.20 1.00e-12 428-440 


J2203 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 426-444 
IPB000998C 18.63 5.30e-ll 483-498 
IPB001881B 12.28 8.58e- 11 253-264 
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2203 


PR00907 


rhrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


2203 


IPB000561 


EGF-like domain 


[PB000561 4.89 3.25e-10 97-105 


2203 


LrliUUUOJJ 


receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 
IPB000033B 7.05 5.97e-09 213-223 


2203 


irtJUULHO/ 


L/enyarin 


IPB000167A 8.58 7.14e-09 340-367 


2203 


IPB003367 


Thrombospondin type 3 repeat 


[PB003367A 11.78 9.79e-09 175-195 


2204 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 546-569 


2204 


IPB003886 




IPB003886D 13.91 8.77e-15 253-272 


2204 


IPBQ00152 


Aspartic acid and asparagine 
nyoroxyianon site 


IPB000152 8.86 2.89e-14 126-141 


2204 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
IPB001881B 12.28 4.75e-13 126-137 


2204 


LrUUUl / /*t 


Fiplta cprrsitp IicthtiH 


IPB001774C 18.25 9.13e-13 88-130 
IPB000998B 17.20 1.00e-12 428-440 


2204 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 426-444 
IPB000998C 18.63 5.30e-ll 483-498 
IPB001881B 12.28 8.58e-U 253-264 




PR 00007 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


oooa 


TPROOOSfil 


EGF-like domain 


IPB000561 4.89 3.25e-10 97-105 


2204 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 ! 
IPB000033B 7.05 5.97e-09 213-223 


ZZU4 


tp Tin no 1 fn 




IPB000167A 8.58 7.14e-09 340-367 


Z204 




TTirArnhnonrmdin tvne 3 repeat 


IPB0O3367A 11.78 9.79e-09 175-195 


oonc i 
ZZUj 


TPR009RQ3 


uymt) Tine finder (XriF) domain 


IPB002893 16.28 4.52e-17 663-681 


2205 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 6.20e-09 569-608 


2205 


IPB002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.9 le-09 419-465 


ZZUO 


TPU009RQ^ 


MYND 7inc fineer fZnFi domain 


IPB002893 16.28 4.52e-17 663-681 


2206 


IPB001664 


Intermediate .filament proteins 


IPB001664B 17.44 6.20e-09 569-608 


2206 


IPB002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9. 9 le-09 419-465 


220/ 


TDnnmfioi 
ItdOUZozO 


"N/TVTsm •7inn finaer fZivF^ domain 


IPB002893 16.28 4.52e-17 663-681 


220/ 


ronnm AAA. 


Tnfp*rmpHtatp filnmpnt nrnteins 

111 LCI I LlCiild-lC XllCUUvllL piULViiu 


IPB001664B 17.44 6.20e-09 569-608 


2207 




Wo^ uuiiid.ni 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.91e-09 419-465 


2208 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 663-681 


2208 


mnAA1 dfiA 

lrbOUl004 


iniermeoiaie niaincni pruieuxa 


IPB001664B 17.44 6.20e-09 569-608 


2208 


TOtJAAOCQQ 

lrrJOUZSoy 


WoL aomain 


IPB002889B 11.76 6.34e-09 488-534 
1PB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.9 le-09 419-465 


2210 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 5.85e-ll 88-108 


2210 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.71e-09 93-108 


2211 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 19-59 


2211 


PR00289 


Disintegrin signature I 


PR00289A 14.29 1.16e-14 35-54 
IPB001762B 10.06 3.40e-12 66-76 


2211 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 238-280 
PR00289B 1 1.74 3.80e-09 64-76 


2211 


IPB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 215-260 


2212 


IPB000159 


RA domain 


IPB000159A 11.28 7.60e-10 115-124 


2212 


IPB001359 


Synapsin 


IPB001359H 22.58 5.89e-09 108-158 


2213 


PR00308 


Type I antifreeze protein signature IIJ 


PR00308C2.79 1.00e-ll 729-738 
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2213 


EPB000906 


ZU5 domain 


IPB000906E22.il 5.55e-ll 256-296 


2213 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 259-271 
IPB000906D 23.89 6.59e-ll 324-378 
PR01415A 12.73 7.11e-ll 192-204 
PR01415A 12.73 7.43e-l 1 160-172 
PR00308B 3.38 9.53e-ll 729-740 
PR00308A 3.72 5.l9e-l0 726-740 
IPB000906F 35.93 5.85e-10 202-255 


2213 


PR01511 


Kvl.4 voltage-gated K+ channel 
signature IV 


PR015HD 3.91 9.26e-10 727-737 
PR01415B 10.23 5.88e-09 271-283 
IPB000906G 25.85 6.69e-09 338-386 
IPB000906A 22.49 7.84e-09 185-227 

r»T> A AO. AO A O *71 ft 1 1 a ftft *71.*7 HA 1 

PR00308A 3.72 9.1 le-09 727-741 
PR00308C 2.79 9.64e-09 727-736 


2214 


IPB000471 


"Interferon alpha, beta and delta 
family" 


TT1DAAA/I*71 A 1*7 1C. 1 0£ a 1A CC 1 AO 

IPB000471 A 27.36 2.8oe-34 5o-10y 


2214 


PR00266 


Interferon alpha and beta subunit 
signature I 


nDAfil^A 1 O A 1 ft Cfln 1/1 TO Oft 

rROOZooA 13,41 y.jye-14 /o-yo 


2219 


PR00405 


HIV Rev interacting protein 
signature II 


nDAA/tnCD 1 A 1 A 1 AO« 1 "7 1ft A OAT 

PR0040jx> 10.10 2.y3e-l / ZyO-30/ 
PR00405A 18.83 4.89e-14 271-290 


2219 


PR01415 


Ankyrin repeat signature I 


no A1 A 1 S A lO TO 1 OO- 11/MftAOI I 

PR01415A 12.73 1.32e-ll 4iy-431 
PR00405C 18.05 2.55e-09 311-332 


2220 


PR00405 


HIV Rev interacting protein 
signature II 


nnAA/iACD 1 a ia 1 nin 1*7 ion OAT 

PR0U4U5B 10. iu z.yje-i / zyo-30/ 
PR00405A 18.83 4.89e-14 271-290 


2220 


PR01415 


Ankyrin repeat signature I 


nrj rvi >i i c A 1*1 TO 1 11 AiQ A1"\ 

PR01415A 12. 15 1.32e-ll 4iy-431 
PR00405C 18.05 2.55e-09 311-332 


2221 


PR00405 


HIV Rev interacting protein 
signature II 


"n T% ftA A OCT! 1A 1 A 1 AO a 1 T 1 ft A O AT 

PR00405B 10.10 2.93e-17 290-307 

Ur>AAylA< A 10 QO A OQo 1/! 0*71 OOft 

PK00405A lo.o3 4.oye-14 Z/l-ZyU 


2221 


Tvn A1 i i r 

PRO 14 15 


Ankyrin repeat signature I 


TVDA1 /I1C A 1*) TO 1 n a 11 /1 1 Q /I'll 

rK014lDA 12. /3 1.3Ze-ll 4iy-431 

DDnn/in<p 1 q n*v 0 «o no 111 ^7 
rK0040j^ lo.UD Z.Dje-Uy 31 1-33Z 


2222 


T%Ti AAvl AC 

PR00405 


. . . : 

HTV Rev interacting protein 
signature II 


rK0U40D15 1U.1U Z.y3e-1 / 

PR00405A 18.83 4.89e-14 271-290 


2222 


TVT»A1 A 1 C 

PR01415 


Ankyrin repeat signature I 


TVDA1/11 A 17 77 1 17*»_1 1 410-4^1 
rKUl413A 1Z. /j I.jZc-11 Hiy-HOl 


2223 


IPB002870 


Reprolysin family propeptide 


IPB002870F 18.81 2.35e-19 59-83 
EPB002870E 11.90 3.37e-16 23-35 


2223 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.86e-09 21-31 


2223 


PR00480 


Astacin family signature II 


PR00480B 14.35 3.45e-09 16-34 


2224 


IPB000329 


Uteroglobin family 


IPB000329A 11.99 3.57e-10 1-16 


2224 


PR00486 


Uteroglobin signature I 


PR00486A 6.53 9.03e-09 2-16 


2225 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 6.55e-13 67-101 


2228 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.09e-ll 11-48 


2229 


IPB001759 


Pentaxin family 


IPB001759D 18.25 4.67e-33 471-509 


2229 


PR00895 


Pentaxin signature V 


"DO AAQOX'n 17 O/I A 1 Oo 1Q A7Q AOQ 

rKOOoyjJi l2.o4 4.iye-io 4/y-4yo 
PR00895D 14.46 2.38e-17 459-478 
PR00895C 12.82 3.18e-17 432-450 
IPB001759C 13.49 4.30e-17 432-450 
IPB001759A 29.51 1.82e-14 175-209 
PR00895A 14.28 8.83e-13 366-380 
IPB001759E 18.14 5.34e-ll 521-535 
PR00895F 15.89 9.50e-l 1 498-512 


2229 


1PB002751 


Cobalamin synthesis CBIM 


IPB002751C 15.32 1.00e-08 50-79 


2235 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.71e-ll 73-98 


2239 


IPB000917 


Sulfatase 


IPB000917B 9.25 6.40e-13 103-113 
IPB000917A 9.52 5.26e-10 59-70 
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2240 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14; iamiiy 


IPB000834B 13.51 2.50e-17 37-51 


2240 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 

~— — — 


PR00765B 14.48 1.39e-15 33-47 
IPB000834C 17.20 2.80e-15 106-122 
IPB000834D 18.95 4.72e-12 133-159 
PR007o5C 10.88 l.bze-10 113-121 


9941 
ZZ*r I 


it oyjKjyjojH 


Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 z.50e-l7 37-51 


2241 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 1.39e-15 33-47 
1PB0U0834C 17.20 2.oue-15 106-122 

TDDfiAAQ-J/l n 18 Q< A *70o n 1 11 1 eft 

Lr'x5UUUoJ41J lo.iO 4. /ze-lz 133-159 
PR00765C 10.88 1.82e-10 113-121 


2242 




"MitT T_ll v~& 'KI tprminil A r\ rr\ o i 


IrDUUzo/IV^ 10.31 l.OUe-oo o 1-1 13 

n>Rnn987in 14 1 1 S7#» 91 111 1*1 

IxDUUZo/ll/ l*t. 11 O.o/e-Zl IjI-IOj 

IPB002871A 14.39 2.17e-17 35-50 

IPR009R71R 19 4"* 7Qa_14 £9.74 


2244 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.29e-ll 97-122 


2244 


PR00048 


f9W9-tvr*<» TiTif* fincrpr cionafiirA TT 


ppfinn4RR < «o cn 0 no 1 1 n no 


2245 


IPB003527 


MAP kinase 


IPB003527D 21.53 5.58e-23 214-255 

TPRnn^^97n 17 96 R 94*» 99 ^14-^1 
itijuvjjz/vj l/.zo o.zne-zz 3 14-30 1 

IPB003527C 14.70 3.05e-19 153-201 


2245 


TPB001245 ! 

JUL JJUU JL X-r™^ 


TvrncitK* Irinflcp fatal vHr» HnTnain 
l jriuouiv AJLlloov WauUjrlll* UULUctlll 


TPTlfift194SA 99 4<I ^ ^fi#» 17 1 901 


2245 


IPB000959 


POT O hnY HimlinatpH tpoioti 
1 vJjV UUA UUpilUaLCU 1 CglUIl 


TPRftflftQ^QR 1^ £8 7 1Q» 17 14< 1 ©c 
irDUUvS'lJyjD 13. Oo /.iye-1/ 143-103 

IPB001245B 21.68 1.39e-15 221-259 


2245 


IPB001772 


Kinase associated domain I 


IPB001772C 20.66 3.92e-14 156-186 


2245 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095C 13.36 7.91e-13 75-111 

IroUUJjZ/A 1 /.UU 0.14e-lz 33-oU 


2245 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 7.44e-12 223-272 


2245 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.91e-ll 217-258 

TPTinn.i<C97n 1 1 ci o i< A 11 10*7 -mc 
irJDUU33Z/is HOI y. 136-11 1Z/-143 


2245 


PR00109 ! 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 9.10e-10 168-186 
IPB000961C 15.48 8.83e-09 168-202 


9948 


TPRflfllfiT* 

JLrJDUUlv / J 


Complement Clq protein 


lrBUUlU73B 20.88 7.2oe-29 42-76 


2248 


PR00007 


Complement C1Q domain signature I 


PR00007A 20.64 6.54e-20 35-61 

DDnnnmp i£ 11 1 ^0^ u iin 101 
rKUUUU/U 15.13 z.o2e-15 110-131 

TpnrvAi (vrxr* 11 07 1 C7 Q \a 1 in 100 
lri5UUlU/j^ 13.U/ l.o/e-14 llu-lzy 

PPnOAfl7R 1 5 £1 3 11*> 14 69 R1 
ris.UUUU/D 13. 03 j.IJc-Ih OZ-ol 


2250 


IPB003006 


Immunoglobulin and major 
lubiuwuiiipauijiiiiy complex uomain 


IPB003006B 20.23 4.24e-10 325-362 


2251 


IPB001 805 


VJUallUlC-nUvlCQUUc UlSSUClaLlOn 

stimulators CHf*?*! fnmilv 


rDT3fi.fi 1 oner 1 Ofi 01 0 Q/i« on 1 noo 1 1 OO 
JUrJoUUliSyjU ZU.03 /.o4e-iU luy/'iiiz 

TPRDOIRO^n 1R fiR 1 flfip 90 1 104-1917 

liD\J\JiOyjU lO.OO l.UUc-ZU 11"*T-1Z1/ 


2251 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 1.00e-18 397-422 
IPB001895B 16.80 3.l0e-15 1025-1045 
IPB001331B 19.33 7.00e-09 346-361 


2253 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 3.91e-09 202-226 


2253 


PR00169 


Potassium channel signature I 


PR00169A 17.48 5.50e-09 68-87 


2253 


IPB002360 


Involucrin 


IPB002360C 15.36 9.10e-09 198-239 


2253 


PR01083 


Lymphocyte-specific protein 
signature I 


PR01083A 8.60 9.61e-09 214-237 


2258 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 23-39 


2258 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 82-107 


2261 


IPB000135 


High mobility group proteins HMGl 
and HMG2 


IPB000135D 2.13 5.91e-ll 889-913 
IPB000135D 2.13 7.44e-ll 897-921 
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IPB000135D2 
IPB000135D 2. 
IPB000135D 2. 
IPB000135D 2. 
IPB000135D 2. 
IPB000135D 2. 
IPB000135D 2. 



13 7.85e-ll 
13 3.05e-10 
13 5.11e-10 
13 8.14e-10 
13 2.27e-09 
13 2.27e-09 
13236e-09 



899- 923 
895-919 

893- 917 

900- 924 
888-912 

894- 918 
892-916 



2261 



PR00806 



Vinculin signature IV 



PR00806D 11.95 3.78e-09 577-592 
IPB000135D 2.13 3.91e-09 886-910 
IPB000135D 2.13 4.45e-09 901-925 
1PB000135D 2.13 6.36e-09 896-920 
IPB000135D 2.13 7.00e-09 891-915 
IPB000135D 2.13 7.18e-09 898-922 
IPB000135D 2.13 9.27e-09 932-956 



2262 



IPB000135 



High mobility group proteins HMG1 
and HMG2 



IPB000135D 
BPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
EPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 
IPB000135D 



2262 



2.13 6.43e-17 577-601 
2.13 9.71e-l7 576-600 
2.13 4.90e-16 580-604 
2.13 8.66e-16 578-602 
2.13 1.13e-15 581-605 
2.13 7.30e-15 579-603 
2.13 7.45e-14 582-606 
2.13 3.08e-13 575-599 
2.13 8.50e- 13 584-608 
2.13 8.62e-13 583-607 
2.13 9.08e-13 571-595 
2.13 9.88e-13 586-610 
2.13 1.65e-12 574-598 
2.13 4.36e-12 572-596 
2.13 8.70e-12 585-609 
2.13 8.36e-l 1 587-611 
2.13 8.67e-ll 573-597 
2.13 4.42e-10 567-591 
2.13 3.27e-09 570-594 



IPB000637 



HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 



IPB000637B 
IPB000135D 
IPB000637B 



14.21 4.27e-09 576-594 
2.13 4.45e-09 569-593 
14.21 5.09e-09 585-603 



2262 



IPB003403 



Herpesvirus immediate early protein 



IPB003403E 17.25 5.45e-09 577-604 
IPB000135D 2.13 7.18e-09 568-592 



2262 



IPB001422 



Neuromodulin (GAP-43) 



IPB001422C 16.82 8.54e-09 575-610 



2262 



IPB001580 



2265 



IPB003006 



Calreticulin family 



IPB001580F2.93 9.10e-09 590-599 



Immunoglobulin and major 
histocompatibility complex domain 



IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
EPB003006B 20.23 1.00e-ll 248-285 



2265 



PR01536 



Interleukin-1 receptor type I and type 
II family signature III 



PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 



2266 



IPB000967 



2269 



IPB002048 



Zinc finger NF-Xltype 



IPB000967D 10.42 6.89e-09 716-751 



EF-hand family 



IPB002048 7.91 2.29e-ll 178-190 



2269 



PR00450 



Recoverin family signature III 



2270 



IPB003846 



PR00450C 11.99 1.58e-09 64-85 
IPB002048 7.91 8.58e-09 105-117 



Uncharacterized protein family 
UPF0061 



IPB003846E 18.41 1.00e-40 132-170 
IPB003846E 18.41 1.00e-40 511-549 
IPB003846F 24.67 9.36e-31 171-206 
IPB003846F 24.67 9.36e-31 550-585 
IPB003846C 15.01 4.05e-28 8-51 
IPB003846G 13.31 5.09e-09 264-274 
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IPB003846G 13.31 5.09e-09 643-653 


2271 


IPB003846 


Uncharacterized protein family 

UrTUUOl 


IPB003846E 18.41 l.OOe-40 132-170 
IPB003846E 18.41 l.OOe-40 511-549 
IPB003846F 24.67 9.36e-31 171-206 
IPB003846F 24.67 9.36e-31 550-585 
IPB003846C 15.01 4.05e-28 8-51 
IPB003846G 13.31 5.09e-09 264-274 
IPB003846G 13.31 5. 09e-09 643-653 


2272 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 14.34 1.67e-l3 51-75 
PR00237G 19.23 4.00e-13 89-115 


2272 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276B 4.97 6.62e-13 1-12 
IPB000276D 9.40 4.52e-10 99-115 


2273 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 2.80e-13 89-102 
PR00019B 11.42 6.33e-10 86-99 


2274 


IPB000873 


AMP-dependent synthetase and 
ligase 


IPB000873A 1 1.08 6.06e-14 26-41 | 


2275 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 136-159 


2276 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 136-159 


2281 


IPB003452 


Stem cell factor 


IPB003452C 13.68 8.56e-37 207-240 




IT OUUUOUo 


A/Trn familv 


IPB000808A 23.51 l.lle-12 16-60 


2281 


IPB003348 


Anion-transporting ATPase 


IPB003348A 20.06 6.60e-ll 21-58 


zZBZ 


JrKUUZvD 


L^Qncriii signdviuc v i 


PR00205F 19.57 3.37e-17 55-81 
PR00205B 20.09 6.67e-16 113-142 
PR00205F 19.57 6.70e-13 166-192 
PR00205E 10.82 2.17e-10 111-124 


2282 


IPB002126 


Cadherin domain 


IPB002126A 14.68 6.09e-10 170-186 
PR00205A 17.38 3.12e-09 159-178 ! 


2283 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.37e-17 55-81 
PR00205B 20.09 6.67e-16 113-142 
PR00205F 19.57 6.70e-13 166-192 
PR00205E 10.82 2.17e-10 111-124 


2283 


IPB002126 


Cadherin domain 


IPB002126A 14.68 6.09e-10 170-186 
PR00205A 17.38 3.12e-09 159-178 


2286 


PB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 248-287 
IPB002027C 19.67 2.74e-22 167-205 
TPR002027B 12 67 7 97e-12 103-122 


2287 


IPB000559 


Formate-tetrahydrofolate ligase 


IPB000559C 13.05 l.OOe-40 395-444 
IPB000559F 12.78 l.OOe-40 595-645 
TPRnnns^Qd 15 54 1 00e-40 649-697 
IPB000559D 22.27 4.33e-37 496-536 
IPR000559E 17 08 7 39e-36 537-578 
IPB000559K 15.77 8.96e-35 875-910 
IPB000559B 12.60 2.88e-32 355-383 
IPB000559J 17.25 5.94e-32 842-874 
IPB000559H 20.31 2.72e-26 712-752 
IPB000559A 24.17 6.11e-25 310-354 
IPB0005591 15.05 6.35e-18 798-822 


2287 


PR00085 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 
family signature III 


PR00085C 13.81 5.70e-14 112-133 
PR00085B 16.65 1.23e-09 79-106 


2287 


IPB000672 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 


IPB000672C 28.03 6.83e-09 153-200 


2288 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 7.86e-ll 391-413 


2290 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 2-20 


2292 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 5.26e-17 183-199 
PR00245E 8.96 2.73e-13 290-301 
PR00245B 13.73 1.39e-12 136-148 
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PR00245D 9.34 8.33e-ll 243-252 


2292 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 1.47e-10 125-136 
PR00245A 10.98 8.80e-10 99-110 
IPB000276D 9.40 9.61e-10 289-305 


2292 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 5.50e-09 62-73 


2292 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.70e-09 58-70 


2292 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.16e-0966-87 
PR00237E 13.03 8.20e-09 206-229 


2292 


1PB003211 


AmiS/Urel family transporter 


IPB003211A 15.05 9.43e-09 35-74 


2293 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367E 16.82 l.OOe-40 35-82 
IPB003367F 16.21 l.OOe-40 93-142 
IPB003367G 17.08 l.OOe-40 143-184 
IPB003367H 15.25 l.OOe-40 185-217 
IPB003367J 18.60 l.OOe-40 247-288 
IPB003367L 21.71 l.OOe-40 313-364 
IPB0033671 12.15 3.14e-37 218-246 
IPB003367K 16.35 9.10e-30 289-312 
IPB003367F 16.21 5.83e-21 53-102 

mnnAii/np Hf\ hi i ca a in no 00 
TD"Dfinil/%7T* 18 41 Q AAn 1 O 05 

IPB003367D 18.41 5.55e-17 15-57 
IPB003367D 18.41 1.48e-14 93-135 
IPB003367F 16.21 2.74e-14 15-64 

TPRftftH67P 90 71 0 97p-11 7R-19R 
TPR00n67F 16 R9 7. R2e-12 12-59 
IPB003367E 16.82 4.98e-12 75-122 
IPB003367C 20.73 5.96e-ll 23-73 
IPB003367C 20.73 2.38e-10 101-151 
IPB003367C 20.73 6.35e-10 61-111 
TPR00H67F 16 R2 R RRe-10 73-120 


2294 


IPB001978 


Troponin 


IPB001978A 18.18 8.89e-09 102-137 


2295 


IPB000109 


PTR peptide transporters (PTR2) 


IPB000109D 25.09 6.67e-32 434-481 : 
1PB000109B 29.23 4.18e-23 46-98 
TPTM0010QA 10 RS 1 79e-15 23-41 
PB000109C 8.21 7.00e-14 174-186 


2295 


PR01471 


Histamine H3 receptor signature II 


PR01471B 12.38 9.63e-09 3-21 


2297 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 9.18e-21 113-138 
IPB000822 14.67 9.31e-18 29-54 
IPB000822 14.67 9.31e-18 141-166 

IPB000822 14.67 5.20e-16 85-110 


2297 


PR00048 


C2H2-type zinc finger signature I 


ppnnnASA q qa AAfe ia iis~isi 
TPT*nonR99 14 67 1 ^Op-H 1-96 

PR0004RA 9 94 S 76e-12 110-123 
PR00048A 9.94 1.00e-ll 26-39 


2297 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 4.21e-ll 17-56 
PR00048A 9.94 4.79e-ll 54-67 
IPB001275 19.17 2.22e-10 73-112 
PR00048B 5.52 5.50e-10 126-135 
IPB001275 19.17 9.15e-10 45-84 
PR00048A 9.94 1.38e-09 82-95 


2297 


IPB001222 


TFIIS zinc ribbon domain 


IPB001222 24.63 5.69e-09 1-37 
IPB001222 24.63 9.49e-09 29-65 


2299 


IPB003137 


Protease associated (PA) domain 


IPB003137 22.40 2.50e-19 188-218 


2303 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 23-39 


2303 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 82-107 
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71A£ 


tprooi fiio 1 


iviajor nisiocuiiipauuuiiy cumpicA 

prulCin, 1 


IPB001039A 17 17 1 00e-40 22-75 
IPB001039B 27 55 1 00e-40 103-154 
IPB001039C 19.82 1.00e-40 184-237 
IPB001039D 16.49 1.00e-40 262-316 


9^06 


TPP»00^006 


TTmrmnnalnRiiliTi and mninr 

histocompatibility complex domain 


IPB003006B 20.23 4.60e-29 268-305 
PB003006A 17.51 6.14e-20 231-253 


2306 


IPB000353 


"Class 11 histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 9.87e- 14 210-259 


2306 


IPB003363 


Glycoprotein GG/GX 


IPB003363E 13.35 2.94e-l 1 315-347 
IPB000353C 20.11 4.68e-10 261-315 


o^ i o 

2.312, 


TDDOfil I^Q 

iroUU13jy 


Synapsin 


TPRnni^SOH 99 5R S S4p-0Q OR- 148 


Ol 1 o 


trDUU34U3 


Herpesvirus unmeaiaie eariy protein 


TPR001401A 91 9S 6 1Rp-0Q 1**0-1S2 


ii 1 1 
2313 


T)nA1 OOO 


L/iauoon-y signature lv 


PR01^R9n 19 3R 1 1 1f>-16 90^-917 


2313 


1PB000729 


PMP-22/EMP/MP20 family 


IPB000729D 18.96 2.96e-16 164-191 

TPRnnH790P "\1 R^ 7 Q1p 16 R4-1^6 
PR011R9A 19 00 1 17e-1 o" 41-S1 


Oil 1 


PPM 077 


v^iauuin Signature ill 


PR01 077r 1 60 1 47e-14 67-77 
PR01382C 5 67 5 14e-13 194-203 
PR01382B 7.06 1.12e-12 95-104 
PR01077B 14.12 1.00e-10 53-59 
PR01077D 11.20 4.00e-10 150-156 
PR01077A 9.72 8.16e-09 25-34 


2317 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 7.60e-28 129-169 


2317 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 9.25e-24 124-154 


2317 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 2.13e-22 136-170 
IPB001772D 21.67 4.55e-17 196-235 


2317 


EPB000959 


POLO box duplicated region 


IPB000959B 15.68 8.60e-17 113-153 


zil / 




r AK-DOX Ir2 1 -KnO-Dinaing 


TPnnnnno^"R 17 £9 q o^p-17 i**7_ir9 


2317 


IPB003527 


MAP kinase 


IPB003527C 14.70 1.95e-16 121-169 


2317 


IPB000861 


PKN/rnopnilin/rnotelan rno-binaing 
repeat 


TDDftAnQ£1T? K K(\ 1 1^ 11H 1 fi/t 

JLriJUuUoOlr 10. DU l.jje-ij ioU-io'* 


2317 


IPB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.35e-14 123-169 
IPB000959D 27.01 5.95e-13 236-288 
IPB000961D 21.23 7.19e-13 185-226 

TDTJnAI O/l^tJ 01 £Q ft OA<» 11 1 RQ 997 

IPB001772E 24.88 8.96e-12 243-282 
IPB003527A 17.00 7.85e-ll 28-53 

TPR001779A 64 9 90f»^10 1O-S0 

IPB003527G 17.26 1.30e-09 255-292 


oi 1 n 




Tyrosine kinase catalytic domain 
signature II 


PPfifilAQR 1 1 07 A *y\0-(\Q 1^6-1 54 
rKUU L\)yXS LLtVJf f.Zjc-Uy IjO-IJ** 

TPRO03597n 91 5^ 4 60p-0Q 1 R2-22^ 


2318 


PR01254 


Prostaglandin D synthase signature I 


PR01254A 12.32 3.37e-29 51-74 

PPftl 754n 1 1 Rfi 7 07a_97 1 90- 1 59 
PPM9^4P 10 60 4 6Rp-99 04-1 12 
PR01254F 10.08 7.58e-21 182-200 
PR01254E 14.07 1.00e-18 165-179 


2318 


PR00179 


Lipocalin signature II 


PR00179B7.67 5.26e-13 140-152 
PR00179C 17,26 3.84e-12 168-183 
PR01254B 12.05 9.04e-12 77-87 


2318 


PR01275 


Neutrophil gelatinase lipocalin 
signature V 


PR01275E 6.38 1.72e-10 135-153 
PR00179A 13.97 3.25e-10 57-69 


2318 


PR01215 


Alpha-l-microglobulin signature IV 


PR01215D 12.88 9.78e-10 131-150 


2318 


IPB000566 


Lipocalin and cytosolic fatty-acid 
binding protein 


IPB000566B 8.91 1.47e-09 140-150 


2318 


PR01174 


Retinol binding protein signature VI 


PR0U74F 11.76 3.96e-09 139-155 


2318 


PR01273 


Invertebrate colouration protein 
signature IV 


PR01273D 11.48 4.41e-09 140-154 
PR01275B 9.02 8.57e-09 59-69 
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2320 


IPB001464 


Annexin family 


IPB001464D 25.42 1.00e-40 177-231 
IPB001464B 28.31 1.90e-36 47-99 
EPB001464C 24.68 6.40e-30 110-149 


2320 


PR00196 


Annexin family signature IV 


nnnni OiTr\ 01 A\ 1 Qla lie 1 A 1 
rKUUiyoD 21.41 j.oie-22 115-141 

PR00196C 9.01 9.67e-22 32-53 
PR00196E9.70 5.22e-21 195-215 


2320 


PR00201 


Annexin type V signature VII 


nnrtftomp 10 AC 1 Cir* OA iftc 001 
rRUU/UlU 12.40 l.We-2U iy5-221 


2320 


PR00199 


Annexin type III signature VI 


PR00199F 15.67 5.10e-18 115-141 
IPB001464B 28.31 3.86e-17 131-183 

r»n r\(\ 1 c\Ct~^ t\ ai < 1*7 1 fti 010 

PROulyou y.ui 5./ue-i/ iy 1-212 


2320 


PR00200 


Annexin type IV signature VII 


PR00200G 9.20 7.67e-17 195-221 
IPB001464D 25.42 8.71e-17 18-72 
PR00199D4.74 9.87e-17 191-212 
PR00199G 9.85 4.45e-16 196-221 
PR00196B 11.03 9.31e-16 5-21 


2320 


PR00197 


Annexin type I signature IV 


PR00197D 7.59 1.73e-15 32-53 
PR00199D 4.74 2.17e-15 32-53 
IPB001464A 31.17 3.83e-15 47-101 


2320 


PR00198 


Annexin type II signature IV 


PR00198D 7.41 3.89e-15 32-53 
PR00197F9.40 6.80e-15 195-215 
PR00200E 8.88 9.02e-15 32-53 


2320 


PR00202 


Annexin type VI signature VII 


PR00202G 8.03 9.04e-15 195-221 
PR00197D 7.59 1.00e-14 191-212 
IPB001464A 31.17 1.85e-14 131-185 
PR00198D 7.41 2.38e-14 191-212 
PR00198G 7.70 3.44e-13 195-215 
PR00201D 8.61 3.51e-13 32-53 
PR00200F 14.58 3.53e-13 1 15-141 P 


2321 


IPB000175 


Sodium :neurotransmitter symporter 
family 


IPB000175C 15.09 1.00e-40 56-107 

mnftArtincn Ac 1 Aft* Af\ 1*10 1 *7>l 

EPB000175D 23.45 1.00e-40 122-174 

TTOAAA1*7CC HI A CA« OO 11 A 1A€± 

iPBUUU173r 25.03 4.->0e-Jo 31u-j4y 

TD"DAAA1 01 CQ ^ OC 0 *>C 01^ OKA 

IroUUUl /jr. 21,60 D.iOeoj 21j-2j4 


2321 


PR00176 


Sodium/chloride neurotransmitter 
symporter signature V 


nnnAi *7/Tn 11 1 A O AAo 0/1 1 

rKUUl/Oli 11.14 Z.UUe-24 lOD-loD 
PR00176G 13.12 3.77e-22 301-321 


2321 


PRO 11 95 


GAT-1 GAB A neurotransmitter 
transporter signature II 


TJT>ni 1 ACD 11 CO ^ rfia OO 1Q 

rKUliyjo Ij.Do 0.0Ue-22 Jo-Dj 

PR00176F 11.11 1.36e-19 219-238 

llDuUU 1 / J\J lU.lO J, 1JC17 J / 1"J7J 

PRAAiofin « Qfi 4J?p-l R Jtt-100 
PR00176H 15.94 7.63e-18 341-361 
PR01195C 15 62 1 14e-13 191-200 




ITDwlOUJ 


ill \/r>i r»OYl 

vjiypivoii 


IPB001863A 13 95 5 03e-15 56-71 


2323 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.91e-10 1-24 


979 fi 


TPRAA1 SOQ 


Aipna-z-macrogiODunn iamuy 


TPRflOISQOT 1 R 66 4 1 ^e-9R 5Q-R6 


070C 

152.0 


1HDTJAA1 1 *XA 


"Netrin, C-terminus" 


TPRfifil 174P 17 R9 A l^-H 79-Rfi 

IPB001599K8.15 1.46e-10 29-40 


2329 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2329 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K 8.15 1.46e-10 29-40 


2330 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2330 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K 8.15 1.46e-10 29-40 


2331 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2331 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2332 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2332 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 



WO 2004/080148 



PCT/US2003/030720 



456 
TABLE 3B 









IPB001599K8.15 1.46e-10 29-40 


2334 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.37e-ll 7-17 


2334 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 5.50e-10 2-17 


Oil/! 




"Low-density lipoprotein (l^) 
receptor, YWTD repeat" 


TPRnnnni^R i r ?fif»-in 7-17 

ll DUuUuJjD /,UJ O.iUC-lU /*!/ 


2335 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 7.16e-09 62-96 


2336 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 5.74e-10 215-229 


2339 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
lri30U24y4C 14.4o O.DDe-ol oj-iZo 
IPB002494C 14.46 9.46e-26 93-136 
IPB002494C 14.46 4.84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 

TDunAO/iO/ir^ ^A a& o txo oo oq 1 
lrDUUZ4y4v 14.40 Z. /oe-ZZ yo-l \ 


2339 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 43-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2339 


TTYO A A 1 *>*T 1 

IPB001271 


Mammalian defensin 


TD"QAA1 0*71 1QQ7 7Q^ft.m7 1 AC 

IroUUlZ/l iy.y/ /.iOe-lZ //-1UD 

TPRAA1T71 10 07 0 SOp-17 ^R-fifi 
JLrouuiZ/i iy.y I .30-00 

IPB002494B 10.58 1.28e-ll 45-59 

IPB002494B 10.58 1.28e-ll 89-103 

IPB002494A 12.44 4.00e-ll 75-108 


2339 


IPB000006 


tr Vertebrate metallothionein, family 

r 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 

TPRAAAI^QR 10 76 7 1 179-140 

Ir DUUUj jyO 1-7. Z.D /.tOC"! 1 J.Zr^-l*tU 

IPB000006 13.41 8.00e-ll 89-134 
IPB002494A 12.44 8.18e-ll 65-98 
IPB002494C 14.46 1.61e-10 102- 


2339 


IPB000967 


Zinc finger NF-Xl type 


IPB000967E 21.88 1.56e-09 70-110 


2339 


IPB001762 


Disintegrin 


EPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 

TDT5AAO/1Q/1 A 10 AA O C<a_AO 81 114 

JLriJUUZ4y4A 1Z.44 Z.DDe-uy 51-114 

IPB002494A 12.44 3.13e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2340 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 

fDTiAAO/IQ/ir 1 \A Ad £ KKa 11 Ql 1 0A 

lrliUUZ4y4L/ 14.40 O.DDeol oJ-lZO 

IPB002494C 14.46 9.46e-26 93-136 
TPB002494C 14 46 4 84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e-22 98-1 


2340 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 43-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-l 2 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2340 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 77-105 
IPB001271 19.97 9.59e-12 38-66 
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IPB002494B 10.58 1.28e-ll 45-59 
IPB002494B 10.58 1.28e-ll 89-103 
IPB002494A 12.44 4.00e-U 75-108 


2340 


IPB000006 


"Vertebrate metallothionein, family 

r 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
tdraaa^or io 9£ 7 aBp.1 1 199 ^A(^ 

IPB000006 13.41 8.00e-ll 89-134 
IPB002494A 12.44 8.18e-l 1 65-98 
IPB002494C 14.46 1.61e-10 102- 


2340 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 70-110 


2340 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 

rDRAAO/tQ/1 A 11 M O ^^o_AQ fi1 11/1 

lrm>U24y4/V 1Z.44 /..jOC-vy o 1-1 14 

IPB002494A 12.44 3. 13e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2341 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 

LriJUU24y4L/ 14.40 O.Oje-Jl oJ-lzu 

IPB002494C 14.46 9.46e-26 93-136 
IPB002494C 14.46 4.84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 

TPRAA94Q4P 1 A Af\ 9 71*»-99 08-1 


2341 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 43-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2341 


mnAAi T71 


Mammalian defensin 


TDT5AA1 0*71 1 Q Q*7 *7 Q<*» 1 O f7 1 A^ 

lr.bUUlz/1 ly.y/ /.iOe-lz //-IUj 
TPRAA1 971 1 0 07 Q *>Qp-1 9 IR-fifi 

IPB002494B 10.58 1.28e-ll 45-59 
IPB002494B 10.58 1.28e-ll 89-103 
IPB002494A 12.44 4.00e-l 1 75-108 


2341 


IPB000006 


"Vertebrate metallothionein, family 

r 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-il 116-144 
IPB000006 13.41 6.80e-ll 59-104 

TPRAAA35QR 10 9£ 7 A2p 1 1 199-14A 

TpRonnnnfi 1 i 41 r 0(V-1 1 RQ-114 

TPR0ft2494A 1 1 44 R 1 Re-1 1 65-98 
IPB002494C 14.46 1.61e-10 102- 




tpraaaq^ 


Ziinu linger A>ir-w.A type 


IPR000967F 91 RR 1 56e-fl9 70-1 10 


9141 


TPRftft17fi9 


uismicgrin 


TPR001769A 91 91 1 RRe-09 5R-9R 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12.44 3.13e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2342 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


2343 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


2344 


PR01223 


Bride of sevenless protein signature 
VI 


PR01223F 4.19 9.78e-l 1 205-229 


2344 


PR00354 


7Fe ferredoxin signature III 


PR00354C 6.24 8.06e-09 260-277 


2345 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 90-114 
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2345 


PR00356 


Type II antifreeze protein signature 
VU 


PR00356G 10.21 8.15e-09 201-214 


2346 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 90-114 


2346 


PR00356 


Type II antifreeze protein signature 
VII 


PR00356G 10.21 8. 15e-09 201-214 


2347 


PR00245 


Olfactory receptor signature V 


PR00245E 8.96 5.15e-16 341-352 
rKUUz4Dli o.yo D.lje-lO ojy-o/u 
PR00245B 13.73 3.77e-15 187-199 
PR00245C 14.65 2.73e- 14 234-250 
DDrmo/Kr 1 1 A 6$ fi 77*>_14 557-*?fiR 

PR00245D 9.34 2.59e-13 294-303 
PR00245D 9.34 2.59e-13 612-621 
PR00245B 13.73 1.39e-12 505-517 


2347 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 7.00e-12 176-187 

TPRflftft77fiA 1 1 56 7 Oftp-17 4Q4-505 
PUfMVM^A 1 0 08 8 77p-1 1 468-479 
PR00245A 10.98 1.72e-ll 150-161 
IPB000276D 9.40 6.09e-10 340-356 1 


ZJ4/ 


trisXiUZ J I 


KnoQopsin-iiKc OJrL^iv supcrianuiy 
signature 11 


PRfl09V7P» 1? 45 7 55e-l 0 435-456 
IPB000276D 9.40 7.65e-10 658-674 
PR00237A9.81 1.84e-09 402-426 


234/ 


rKUUD.54 


Meianocornn receptor iamny 
signature i 


PR00S^4A 1? 77 7 83e-09 100-121 
PR00534A 12 77 2 83e-09 427-439 
PR00237C 14.77 3.86e-09 162-184 
PR00237B 12.45 6.92e-09 117-138 
PR00237A9.81 8.31e-09 84-108 


2348 


PR00346 


Tissue factor signature VIII 


PR00346H 10.74 8.18e-09 76-99 




trt\\J\J t fJ 1 


Animal Vi q p»m r\p»TT\Yi Hjj CP ciOttJltlirP 
/Milinal Had LI pciUAiUaoC MgUaluiC 

VTT 

V 11 


PR00457G 14 17 4 48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2351 


PR00457 


Animal haem peroxidase signature 
VII 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2354 


IPB000623 


Shikimate kinase 


IPB000623A 19.06 6.27e-09 55-84 


2360 


IPB001841 


RING finger 


IPB001841 10.69 1.95e-09 159-168 


2372 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421B 20.70 1.36e-14 129-149 


2373 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421B 20.70 1.36e-14 129-149 


2375 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 3.45e-17 60-98 


2375 


IPB003527 


MAP kinase 


IPB003527D 21.53 4.48e-15 53-94 


2375 


IPB000959 


POLO box duolicated resion 


IPB000959C 23.49 4.21e-12 35-87 


2375 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
reneat 


IPB000861G 13.73 5.59e-12 62-111 


7V75 


TPR0000Q5 
ii o\j\j\j\j 


PAK-box /P21-Rho-bindine 


IPB000095F 16.47 2.26e-ll 64-118 


2375 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 1.61e-10 56-97 


2376 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881A 8.72 2.20e-09 41-50 


2376 


PR00873 


Echinoidea (sea urchin) 
metallothionein signature IV 


PR00873D 8.25 8.11e-09 41-59 


2377 


PR00402 


Tec/Btk domain signature I 


PR00402A 20.14 8.15e-15 94-113 
PR00402B 12.26 4.69e-13 113-125 
PR00402C 13.13 8.03e-12 125-138 


2379 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.57e-15 46-65 


2379 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 9.05e-14 1-16 
IPB000152 8.86 5.91e-13 46-61 


2379 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 9.25e-13 1-12 


2379 


PR01217 


Proline rich extensin signature VII 


PR01217G4.02 4.20e-ll 125-150 
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2379 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-ll 51-61 
IPB001881B 12.28 1.00e-10 46-57 


2379 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.66e-09 51-61 


Zj /y 


DDHOA/IO 


wurn s rumour proiein signature i v 


PRO0fl40D 0 00 1 29e-09 1 ^-1 47 
IPB000033B 7.05 3.84e-09 6-16 


01*70 


Ir dUUUDO 1 


JCrVjr-UKe domain 


IPP*O00^61 4 80 6 79e-09 SS-fi^ 
PR00010C6.98 7.80e-09 6-16 


L5 I s ) 


nn f\nn i a 


LrUieovirus ukto proicin signauire i 


PP00010A 9 74 8 71e-09 11V 145 
PR00910A2.74 9.46e-09 131-143 




rKUU/4D 


uiiaciory receptor signature in 


PR0024SP 14 6S 9 53e-17 21 8-214 




irrJUUUx /O 


xvnOQopsin-iiKe vjrv^rv supenaniuy 


IPR000976A 11 S6 9 25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
1PB000276D 9.40 3.08e-09 324-340 




rKUUZo / 


Knooopsin-UKe vjx v^xv supenanuiy 
signature V 


PP00917F 11 01 1 81e-09 241-964 

x JWJUjLO l Lj Ij.Uj J.OJCU7 imT I AVrt 






ivieianocoriin recepior idinny 
signature I 


PR00S14A 12 77 S 17e-09 91-105 
PR00237C 14.77 5.91e-09 146-168 




nn nnco^ 
rKUUoyo 


v asopressin recepior signature ju 


PR00896P* 9 16 7 21e-09 07-108 
PR00237G 19.23 1.00e-08 314-340 






wiiaCiory recepior signdiurc in 


PP0024^C 14 65 9 51e-17 218-234 


2386 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PP00245D 0 14 1 51e-ll 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 




PP009V7 


Ph/v1rtt"*cin_1t1rf» frPPP cnnprfnmilv 
j\Jiuuupoiii-iiivc vjjt v^xv oupci.xaiiu.ijr 

signature V 


PR00237E 13 03 3 83e-09 241-264 


9^R6 


PP 005^4 


lYXCl all Ut/Ui 1111 ICWCpLUl XOiiUljr 

signature I 


PR00534A 12 77 5 17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2386 


PR00896 


Vasopressin receptor signature n 


PR00896B 9.36 7.23e-09 97-108 
PR00237G 19.23 1.00e-08 314-340 


2389 


PR01360 


Interleukin-1 receptor antagonist 

prcvUloUi l*-> 1 IVrV M glial U1C VI 


PR01360F 14.44 3.11e-12 145-163 
PR01360C 10 33 4 84e-ll 86-103 


2389 


EPB000975 


Interleukin-1 


IPB000975D 24.45 5.55e-09 80-119 
IPB000975E 28 12 9 80e-09 124-163 


2389 


PR00264 


Interleukin-1 precursor family 
signature I 


PR00264A 18.63 1.00e-08 83-103 






intermeGiaie mameni proieins 


TPR001664R 17 44 9 69e-22 102-141 
IPB001664C 11.32 4.38e-18 159-186 


2390 


PR01248 


Type I keratin signature II 


PR01248B 8.42 6.37e-15 94-1 17 
PP0194RP 10 07 9 2^e-14 148-168 
PR01248A 8.124.31e-ll 73-86 


2390 


PR01177 


Metabotropic gamma-aminobutyric 
acid tvne Bl recentor si {mature X 


PR01177J 6.10 4.96e-10 11-29 


2393 


PR01276 


Type II keratin signature EI 


PR01276C 10.16 7.32e-ll 67-80 
PR01276B 9.79 5.96e-10 20-32 


2394 


IPB001818 


Matrixin 


IPB001818C 24.38 7.43e-35 54-99 
IPB001818B 26.48 8.15e-25 9-50 
IPB001818C 24.38 1.55e-21 96-141 


2394 


PR00138 


Matrixin signature III 


PR00138C 20.07 1.78e-16 52-80 
PR00138B 14.84 5.21e-10 28-43 
PR00138C 20.07 9. 18e-10 94-122 


2395 


IPB001818 


Matrixin 


IPB001818C 24.38 7.43e-35 54-99 
IPB001818B 26.48 8.15e-25 9-50 
IPB001818C 24.38 1.55e-21 96-141 
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2395 1 3 


PR00138 1 


Matrixin signature III 


PR00138C 20.07 1.78e-16 52-80 
PR00138B 14.84 5.21e-10 28-43 
PR00138C 20.07 9.18e-10 94-122 


! /.jyO J 


PRftflfMQ 
rj\.uuut7 


Wilm's tumour nrotein signature IV 


PR00049D 0.00 2.07e-09 10-24 


i zjyo i 


rpRnn9onn 

iTDvvAVvv 


Lysosome-associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 5.25e-09 12-25 


2405 


IPB000364 


Phosphoenolpyruvate carboxykinase 
(GTP) 


IPB000364M 26.08 1.40e-09 623-657 


1 OAfi£ i 


LTDUul jVrt 


P-tvne lectin domain 


IPB001304A 17.98 6.50e-17 155-179 


2412 

j 


IPB001559 


Phosphotriesterase family 


IPB001559F 24.25 1.49e-25 343-377 
IPB001559D 19.17 5.00e-20 207-233 
IPB001559C 16.25 5.34e-16 172-193 
IPB001559E 16.18 5.35e-16 245-263 
IPB001559A 10.81 1.23e-ll 49-60 
IPB001559B 12.98 8.50e-10 153-163 


1 ^ti^ I 


TPB000890 


Acetate and butyrate kinase 


IPB000890E 8.17 8.66e-09 336-349 


2414 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 9.24e-ll 410-424 
PR00049D 0.00 2.07e-10 412-426 
PR00049D 0.00 2.14e-10 411-425 
PR00049D 0.00 2.14e-10 414-428 


2414 


IPB000996 


Clafhrin light chain 


IPB000996B 20.25 8.98e-10 342-394 
PR00049D 0.00 9.43e-10 408-422 
PR00049D 0.00 9.71e-10 409-423 


2414 j 


PR01217 


Proline rich extensin signature II 


PR01217B 4.82 7.09e-09 412-428 


941 A i 


TPR001999 


Tudor domain 


IPB002999B 7,50 7.55e-09 412-420 


2414 


PR01471 


Histamine H3 receptor signature V 


PR01471E5.41 8.92e-09 411-426 
PR00049D 0.00 8.93e-09 413-427 


2415 


PR01372 


Yersinia virulence determinant YopE 
nrotein signature II 


PR01372B 7.73 4.87e-09 21-38 


2420 


IPB003817 


Phosphatidylserine decarboxylase 


IPB003817D 23.34 8.71e-25 194-220 
IPB003817C 10.66 4.00e-15 172-184 
IPB003817E 13.21 2.67e-14 283-299 
IPB003817A 12.64 4.15e-13 77-91 
IPB003817B 13.04 4.00e-09 101-109 


2425 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2426 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


Z4Z/ 


1 TD"nflfl9A£Q 
jJriJUUZtO:* 


"DinpntiHvl nentidase IV N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2429 


IPB000906 


ZU5 domain 


IPB000906A 22.49 6.14e-19 145-187 
IPB000906F 35.93 3.09e-16 63-116 
IPB000906F 35.93 7.91e-16 96-149 


2429 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 3.70e-15 252-264 
IPB000906A 22.49 1.71e-14 46-88 
IPB000906F 35.93 1.00e-12 346-399 
IPB000906A 22.49 5.66e-12 112-154 
IPB000906G 25.85 9.36e-12 53-101 
PR01415A 12.73 1.00e-ll 53-65 
PR01415A 12.73 2.61e-ll 119-13 


2430 


PR00834 


HtrA/DegQ protease family signature 

in 


PR00834C 15.48 7.35e-19 148-172 
PR00834D 11.75 7.39e-17 186-203 
PR00834B 10.17 3.25e-13 107-127 
PR00834E 13.43 6.03e-12 208-225 


2430 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 6.81e-12 191-207 
PR00834A 8.79 1.44e-ll 86-98 
PR00834F 11.11 1.53e-09 301-313 
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[PB000126A 1 1 .75 9.83e-09 78-93 J 


2432 


PR00505 


D12 class N6 adenine-specific DNA 
methyltransferase signature I 


PR00505A 15.44 3.67e-12 39-55 \ 
PR00505B 11.79 8.88e- 12 60-74 


2433 


PR00179 


Lipocalin signature II 


PR00179B 7.67 2.35e-09 15-27 
PR00179C 17.26 6.70e-09 42-57 


2433 


PR01174 


Retinol binding protein signature VI 


PR01174F 11.76 6.82e-09 14-30 


2433 


PR01254 


Prostaglandin D synthase signature V 


PR01254E 14.07 8.23e-09 39-53 


2434 


PR01042 


Aspartyl-tRNA synthetase signature 
II 


PR01042B 12.76 4.69e-ll 260-273 
PR01042A 9.01 9.77e-10 244-256 


2434 


IPB002106 


Aminoacyl-transfer RNA synthetases 
class-n 


IPB002106A 13.35 1.00e-08 196-208 


2435 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952D 19.72 4.50e-20 7-35 
IPB003952E 9.04 2.46e-16 48-65 


2436 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 8.50e-23 52-87 


2437 


IPB000958 


KH domain 


IPB000958 6.84 5.09e-12 173-186 
IPB000958 6.84 2.29e-ll 89-102 


2440 


EPB001393 


Calsequestrin 


IPB001393A 16.72 1.00e-40 66-115 
IPB001393B 11.93 1.00e-40 169-222 
IPB001393C 16.33 1.00e-40 225-277 
IPB001393D 11.26 1.00e-40 320-372 






Calseauestrin sisnature V 


PR00312E 8.61 7.75e-36 200-229 
PR003121 15.97 5.71e-35 363-391 
PR00312H 13.19 2.80e-34 294-321 
PR00312J 13.61 6.48e-34 394-422 
PR00312D 9.10 7.17e-33 159-188 
PR00312B 14.57 4.41e-32 93-122 
PR00312C 16.48 5.62e-32 123-152 
PR00312G 11.43 1.49e-31 261-288 
PR00312F 16.12 1.73e-31 230-259 
PR00312A 1 1.96 7.94e-27 66-89 


2442 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 4.94e-16 139-188 


2442 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 8.50e-16 160-182 






"MHC Class n, alpha chain, alpha- 1 
domain" 


IPB001003B 14.72 9.90e-10 147-190 


2444 


PR00021 


Small proline-rich protein signature I 


PR00021A 3.31 1.35e-19 8-20 
PR00021B 5.91 1.00e-14 31-40 
PR00021B 5.91 1.00e-13 22-31 
PR00021D 4.82 1.39e-13 25-33 
PR00021D 4.82 1.39e-13 34-42 
PR00021D 4.82 6.87e-13 43-51 
PR00021B 5.91 1.92e-ll 40-49 
PR00021E 7.77 1.23e-10 61-70 
PR00021C 5.97 1.25e-10 25-31 
PR00021C 5.97 1.25e-10 34-40 


2444 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 4.94e-10 30-51 
PR01217G 4.02 2.42e-09 23-48 
PR01217G 4.02 2.42e-09 30-55 
PR01217G 4.02 2.58e-09 21-46 
PR01217D 4.57 7.89e-09 21-42 
PR01217G 4.02 8.89e-09 39-64 


2444 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 9.44e-09 12-52 


2445 


PR00205 


Cadherin signature VI 


PR00205F 19.57 5.15e-21 522-548 
PR00205B 20.09 5.50e-21 254-283 
PR00205D 12.22 1.39e-15 338-357 
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PR00205B 20.09 2.50e-15 464-493 
PR00205D 12.22 6.09e-15 233-252 
PR00205G 13.05 8.00e-15 556-573 
PR00205A 17.38 2.59e-14 85-104 


2445 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79C-14 242-259 
PR00205B 20.09 5.63e-13 145-174 
IPB002126B 12.04 7.43e-13 452-469 
PR00205D 12.22 7.60e-13 443-462 
PR00205G 13.05 7.75e-13 341-358 
PR00205F 19.57 3.38e-12 309-335 
PR00205G 13.05 9.10e-12236-253 
PR00205E 10.82 3.37e-ll 252-265 
PR00205E 10.82 7.16e-ll 462-475 
PR00205D 12.22 7.59e-ll 553-572 
PR00205F 19.57 9.05e-ll 412-438 
IPB002126A 14.68 4.91e-10 206-222 
IPB002126A 14.68 5. 30e-l 0416-432 
IPB002126B 12.04 3.25e-09 133-150 
PR00205C 13.59 3.25e-09 326-338 
IPB002126B 12.04 4.50e-09 347-364 
PR00205B 20.09 9.83e-09 581-610 
PR00205G 13.05 1.00e-08 446-463 


2447 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 3.90e-12 29-74 
IPB000006 13.41 4.41e-12 36-81 
IPB000006 13.41 6.70e-ll 32-77 


2447 


PR01228 


Eggshell protein signature HI 


PR01228C 5.69 1.22e-10 23-38 
PR01228C 5.69 1.98e-10 7-22 


2447 


IPB001271 


Mammalian defensin 


IPB001271 19.97 3.29e-10 48-76 


2447 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 3.36e-10 42-85 
IPB001271 19.97 3.47e-10 26-54 
IPB002494A 12.44 6.11e-10 67-100 


2447 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 7.32e-10 8-39 
PR01228C5.69 8.05e-10 16-31 


2447 


IPB003571 


Snake toxin 


IPB003571B 18.08 8.07e-10 73-96 
IPB002494A 12.44 9.08e-10 22-55 


2447 


PR00858 


Crustacean metallothionein signature 
II 


PR00858B 5.93 1.48e-09 37-55 
IPB000006 13.41 3.lle-09 33-78 


9447 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 3.19e-09 39-81 


2447 


IPB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPB002919A 15.56 3.57e-09 49-61 
IPB002174A 30.51 4.15e-09 24-55 
IPB001271 19.97 4.44e-09 55-83 
IPB002494A 12.44 4.97e-09 29-62 
PR01228C5.69 5.03e-09 15-30 
PR01228C 5.69 5.03e-09 19-34 
IPB002174A 30.51 5.28e-09 16-47 


2447 


IPB000254 


"Cellulose-binding domain, fungal 
type" 


IPB000254 18.11 5.36e-09 25-55 
IPB000006 13.41 5.59e-09 39-84 
IPB002174A 30.51 5.72e-09 33-64 
PR01228C 5,69 5.76e-09 24-39 


2447 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 6.55e-09 2-18 
IPB002174A 30.51 6.62e-09 4-35 


2447 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 7.19e~09 35-66 
IPB000006 13.41 7.24e-09 47-92 


2447 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 7.37e-09 57-92 
IPB001169K 27.45 7.81e-09 32-74 
IPB000006 13.41 8.07e-09 37-82 
IPB002494A 12.44 8.35e-09 26-59 
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[PB000006 13.41 8.44e-09 52-97 


2447 i 


PR01117 < 


CLC-6 chloride channel signature I 


PR01117A 7.79 9.47e-09 48-60 
IPB001271 19.97 9.51e-09 64-92 
IPB002174A 30.51 9.77e-09 36-67 


2447 


DPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 1.00e-08 45-66 


2448 


IPB000822 


"Zinc finger, C2H2type" 


IPB000822 14.67 4.79e-12 52-77 _ 


2448 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.05e-10 49-62 
IPB000822 14.67 9.14e-10 200-225 


2450 | 


PR00946 


Mercury scavenger protein signature 
I 


PR00946A 4.14 8.16e-09 6-24 


94.^9 1 


TPR002038 


Osteopontin 


IPB002038C 22.35 1.00e-40 173-214 j 


2452 


PR00216 


Osteopontin signature I 


PR00216A 11.45 9.7 le-34 43-72 
IPB002038A 12.23 5.15e-31 42-71 
PR00216C 9.12 7.82e-21 95-120 
PR00216B 6.70 9.49e-21 79-108 
PR00216D 3.16 3.30e-18 142-156 
PR00216E 6.95 3.81e-18 174-188 
IPB002038B 15.58 4.11e-16 77-121 
PR00216D 3.16 3.69e-12 136-150 


2452 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 9.26e-09 117-144 
IPB002038B 15.58 9.58e-09 91-135 


2454 


IPB001241 


DNA topoisomerase II family 


IPB001241F 23.94 8.36e-37 475-523 


2454 


PR01158 


Topoisomerase II signature VIII 


PR01158H 13.39 5.50e-30 804-826 
IPB001241G 14.13 1.00e-29 547-573 
PR01158K 14.14 5.24e-27 1023-1049 
PR01158G 9.37 5.91e-27 757-780 


2454 


IPB002205 


"DNA gyrase/topoisomerase IV, 
subunit A" 


IPB002205B 14.49 4.79e-24 760-795 
IPB001241E 20.94 3.00e-22 371-397 
PR011581 13.95 7.00e-22 834-854 
PR01158D 11.94 5.24e-21 565-580 


2454 


PR00418 


DNA topoisomerase II family 
signature VI 


PR00418F 13.13 3.40e-20 546-562 
IPB001241A 15.98 6.04e-20 50-71 
IPB001241B 10.04 2.71e-19 172-190 
PR00418G 12.91 8.94e- 19 564-581 
IPB001241H 17.27 1.96e-18 808-831 


2454 


PR00615 


CCAAT-binding transcription factor 
subunit A signature I 


PR00615A 17.09 2.93e-18 319-337 
PR01158J 13.56 3.45e-18 939-953 
IPB002205D 10.13 3.54e-18 867-888 
PR00615B 18.03 3.77e-18 707-725 
PR00418C 9.38 1.82e-17 176-190 
PR004181 17.21 4.60e-17 626-642 
IPB002205A 8.13 9.54e-17 729-747 
PR00418A 13.58 7.65e-16 96-111 
PR01158C 11.35 1.00e-15 519-532 
PR01158E 8.11 2.29e-15 585-596 
PR01158F 10.39 4.71e-15 632-644 
PR00615C 17.93 8.50e-15 1148-1166 
PR00418E 14.82 1.37e- 14 473-487 
IPB001241D 14.87 1.43e- 14 328-341 
PR00418B 12.37 2.57e-14 133-146 
PR00418D 14.25 2.71e-14 328-341 
PR01158A 7.61 4.60e-13 456-466 
IPB002205C 11.89 5.09e-12 812-826 
PR00418H 10.58 5.91e-12 584-596 
IPB001241C 13.37 1.31e-ll 230-242 


2454 


1 IPB000509 


Ribosomal protein L36E 


IPB000509B 20.29 7.85e-ll 1216-1270 
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PR01158B 8.30 1.27e- 10 471-478 


2454 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 5.64e-09 1362-1386 
IPB000135D 2.13 7.45e-09 1363-1387 
IPB000135D 2.13 8,09e-09 1364-1388 


2454 


PR01469 


Bacterial carbamate kinase signature 
V 


PR01469E 10.60 8.43e-09 128-146 
IPB000135D2.13 8.73e-09 1360-1384 


2457 


1PB001073 


Complement Clq protein 


IPB001073A 22.14 6.55e-13 67-101 


2466 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 9.61e-10 204-256 


2473 


PR01475 


Parkin signature IX 1 


PR014751 10.01 8.0ie-09 96-118 


2476 


IPB003743 


DUF164 


IPB003743B 20. 16 4.64e-09 88-126 _j 


2481 


IPB000215 


Serpins 


IPB000215C 13.90 5.00e-09 435-449 


2482 


PR01377 


Claudin-l signature IV 


PR01377D 6.30 1.00e-19 229-243 
PR01377A7.94 1.00e-16 141-152 


2482 


IPB000729 


PMP-22/EMP/MP20 family 


IPB000729D 18.96 5.50e-l5 197-224 


2482 


PR01077 


Claudin signature IE 


PR01077C 13.60 2.53e-12 99-109 
PR01377B 13.79 1.12e-U 176-183 
PR01377C 14.12 2.44e-U 188-195 
PR01077B 14.12 1.00e-10 85-91 
IPB000729C 37.83 5.31e-10 116-168 
PR01077A 9.72 4.49e-09 57-66 


2482 


PR01385 


Claudin-l 4 signature I 


PR01385A 5.13 5.70e-09 46-62 


2483 


IPB001919 


"Cellulose-binding domain, bacterial 
tvpe" 


IPB001919B 14.22 2.97e-09 188-212 


2487 


PR01305 


Invasion protein B family signature 
IV 


PR01305D 7.82 6.19e-09 266-279 


2488 


IPB002652 


Importin beta binding domain 


IPB002652H 25.98 1.00e-40 568-614 
IPB0026521 18.58 1.36e-35 647-683 


2488 


IPB000225 


Armadillo repeat 


IPB000225E 20.58 8.20e-22 646-668 
IPB002652C 21.73 5.88e-14 519-571 
IPB000225D 18.99 5.02e-13 535-558 
IPB002652F 18.67 9.25e-ll 543-575 
IPB002652G 22.45 1.36e-09 535-580 


2488 


IPB003191 


Guanylate-binding protein 


IPB003191M 10.38 7.64e-09 69-99 


2490 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 19-59 


2490 


PR00289 


Disintegrin signature I 


PR00289A 14.29 1.16e-14 35-54 
IPB001762B 10.06 3.40e-12 66-76 


2490 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 238-280 
PR00289B 11.74 3.80e-09 64-76 


2490 


IPB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 215-260 


2491 


IPB001359 


Synapsin 


IPB001359H 22.58 6.07e-09 96-146 


2495 


1PB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2496 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2497 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2498 


IPB000492 


Protamine 2 (PRM2) 


IPB0U04y 2d j.J.0 l.yjSr\)7 Z3U-^o*t 


2502 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 1.25e-09 187-199 


2502 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.31e-09 89-126 


2504 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 1.68e-09 219-253 


2504 


PR00580 


Prostanoid EP1 receptor signature V 


PR00580E 8.05 7.11e-09 226-247 


2505 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.54e-09 195-232 


2506 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.54e-09 195-232 


2507 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 9.42e-10 637-651 
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ZDUo 1 


ivui*toi 1 
I 


Neurotensin tvoe 2 receptor signature I 

n 


'R01481C 15.05 1.00e-17 176-189 


2508 1 


>R01479 1 


Neurotensin receptor signature II 1 

] 


'R01479B 12.40 2.43e-17 89-101 
PR01481A 7.58 3.54e-16 1-13 
PR01479C7.31 1.00e-15 102-115 
PR01481B6.68 1.45e-15 14-26 
PR01481D4.62 2.19e-15 190-201 
PR01479E 8.74 3.70e-15 240-250 
PR01479D 13.10 6.57e-14 229-239 
PR01479A 8.89 1.00e-13 29-39 


2508 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VII 


PR00237G 19.23 4.44e-l2 249-275 


2508 


PR00665 


Oxytocin receptor signature IV 


PR00665D 10.30 l.32e-ll 134-150 
PR01479F 8.03 5.19e-l 1 277-287 
PR00237C 14.77 4.32e-10 115-137 
PR00237A 9.81 7.33e-10 34-58 
PR00237D 9.76 7.43e-10 151-172 


2508 
2509 


PR01417 
IPB001101 


Growth hormone secretagogue 
receptor type 1 signature IV 
Plectin repeat 


PR01417D 12.33 8.13e-10 111-127 
PR00237F 14.34 6.05e-09 204-228 
IPB001101A 10.14 5.40e-14 1-37 


2510 
2517 


IPB001101 
IPB001552 


Plectin repeat 
Acyl-CoA dehydrogenase 


IPBOOIIOIA 1U. 14 D.'tue-if 
IPB001552E 22.77 2.46e-19 523-563 
IPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
TBnnni^^9R 1R ft^ 3 43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 


2518 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 
IPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 
IPB002524B 23.89 5.20e-17 50-89 


2519 
2519 

2520 


IPB002524 
IPB003452 

PR00215 


Cation efflux family 
Stem cell factor 

Neuromodulin signature III 


IPB003452B 19.11 6.63e-09 109-157 
IPB002524A 20.13 7.39e-09 8-48 
PR00215C 13.82 7.5 8e- 10 478-498 
PR00194D 9.54 7.19e-09 357-380 


2520 
2521 


PR00194 

IPB001422 

PR01178 


Tropomyosin signature IV 
Neuromodulin (GAP-43) 
Metabotropic gamma-aminobutync 
acid type B2 receptor signature XI 


IPB001422A 13.23 7.43e-09 453-497 
" PR01178K 13.44 8.65e-09 179-203 


2523 


IPB002889 


WSC domain 


IPB002889B 11.76 4.56e-10 34-80 
IPB002889B 11.76 7.84e-09 19-65 
IPB002889B 11.76 7.84e-09 27-73 
ronnno rrqr 1 1 76 1 00e-08 23-69 


2529 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 1.33e-10 225-238 
PR00019A 11.72 8.33e-10 228-241 
PR00019A 11.72 4.00e-09 202-215 
DcnnmQR 1 1 AO 7 R9p-0Q 199-212 


2530 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


" IPB003006B 20.23 4.60e-10 297-334 
IPB001000H 10.38 7.80e-09 13-26 


2530 
2531 

2531 


IPB001000 
IPB003006 

IPB001000 


Glycoside hydrolase family 10 
Immunoglobulin and major 
histocompatibility complex domain 
Glycoside hydrolase family 10 


IPB003006B 20.23 4.60e-10 297-334 

IPB001000H 10.38 7.80e-09 13-26 
IPB003884A 12.20 7.06e-09 56-67 


2532 
2536 
2536 


IPB003884 
IPB000822 
PR00048 


Factor I membrane attack complex 
"Zinc finger, C2H2 type" 
C2H2-type zinc ringer signature I 


IPB000822 14.67 7.50e-13 309-334 
PR00048A 9.94 4.18e-12 306-319 
IPB000822 14.67 5.74e-12 281-306 
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PR 007 58 

X XvVJ w^J o 


Qrk*»rs» rt rPfTPTltor signature I 
OUCiflvl ICvvpvUi tfiguovuiv * 


PR00258A 13.56 2.98e-10 87-103 


2536 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867C 19.46 9.25e-10 306-323 




tproo i ^77 i 


n T7off-«/ Q/*M Hpcstnracp tvne 1 " 
JP all y dClU LlCjdiui uotj ijrpo x 


IPB001522F 22.32 1.00e-40 104-158 
IPB001522E 20.55 5.85e-36 26-79 


2540 


PR00075 


Fatty acid desaturase family 1 
signature VII 


PR00075G 10.50 6.62e-20 131-145 
PR00075E 11 606.46e-18 55-73 
PR00075F 14.62 8.81e-16 88-109 j 




TPRnnn4^7 1 

Lt15UUU 4 tjZ 


'TYWA micmntrh renair tvrotein MutS 

family, C-terminal domain" 


IPB000432D 18.83 8.92e-39 369-417 
IPB000432C 12.07 1.00e-37 329-360 
IPB000432F 16.97 3.86e-27 476-507 
IPB000432E 8.78 9.00e-13 441-451 


7<\A 1 


rpR00715fi 




IPB002156B 11.33 2.20e-U 100-110 


2542 


IPB003006 


Immunoglobulin and major 
Viiotrwnmnatihilitv comDlex domain 

XXwlvV\JXXi)sdlllsillVjr i>uiu[/iva 


IPB003006B 20.23 8.20e-10 33-70 


7S41 


rPROOOQQS 


MAM finmain 


IPB000998C 18.63 1.95e-12 17-32 




PR 00070 


MAM domain signature III 


PR00020C 12.01 8.12e-10 16-27 
IPB000998D 18.66 9.61e-10 82-105 


2544 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 3.92e-13 46-86 


7S44 I 


TPB003006 

XX DvvJvUU 


Immunoglobulin and maior 
histocompatibility complex domain 


IPB003006B 20.23 1.78e-ll 150-187 




PR00449 


Transfonninc Drotein P21 ras 
signature I 


PR00449A 12.48 8.16e-10 86-107 


7S45 


PR 00^76 


GTP1/OBG GTP-bindine orotein 
family signature I 


PR00326A 8.70 9.13e-10 88-108 


2545 


TPB000619 


Guanylate kinase 


IPB000619A 18.08 4.21e-09 88-105 


7^45 


PR 003 64 


Disease resistance protein signature I 


PR00364A 8.29 7.14e-09 87-102 


2545 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 9.57e-09 89-102 


2545 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 9.69e-09 82-102 


7545 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 9.77e-09 87-102 


2547 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.08e-09 4-41 


2548 


PR00698 


C.elegans Srg family integral 
membrane protein signature V 


PR00698E 14.65 2.76e-09 95-120 


2551 


IPB001737 


Ribosomal RNA adenine 
dimethylase 


IPB001737A27.il 8.54e-10 135-180 


2553 


IPB000906 


ZU5 domain 


IPB000906A 22.49 3.16e-09 38-80 


2554 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 6.54e-13 281-319 


2554 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 3.97e-ll 285-339 


7554 


TPR0O0Q61 


Protein kinase P-terminal domain 

X 1 ULvlll rwilluov \s — k(/XXiixxicu UWUOIU 


IPB000961D 21.23 2.22e-10 277-318 
IPB001245A 22.45 3.18e-10 228-268 


2555 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 6.54e-13 281-319 


2555 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 3.97e-ll 285-339 


2555 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 277-318 
IPB001245A 22.45 3.18e-10 228-268 


2557 


PR01041 


Methionyl-tRNA synthetase 
signature V 


PR01041E 16.72 2.69e-17 60-75 
PR01041D 11.02 7.43e-13 30-41 


2557 


IPB001412 


Aminoacyl-transfer RNA synthetases 
class-I 


IPB001412B 6.33 8.71e-12 98-108 


2558 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353A 18.51 7.30e-27 41-90 


2563 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2563 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K 8.15 1.46e-10 29-40 



WO 2004/080148 



PCT/US2003/030720 



467 
TABLE 4A 



SEQ 
ID 
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E- 
value 


Score 


Repeats 


Position 


686 


hormone 


Somatotropin hormone 
family 


3.1e-27 


103.9 




9-182 


688 


hormone 


Somatotropin hormone 
family 


4.2e-37 


136.7 




n tnc 
9-1/0 


689 


serpin 


Serpin (serine protease 
inhibitor) 


1.8c-74 


260.8 




51-397 


690 


efhand 


EFhand 


2.7e-08 


41.0 




34-62:70-98 


691 


Lipase 3 


Lipase (class 3) 


2.3e-20 


81.1 




ICC CftC 


692 


PH 


PH domain 


0.028 


21.0 




1C 1 T7 

30-12/ 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


4.2e-51 


183.2 




93-4oi 


695 


7troJ 


7 transmembrane receptor 
(rhodopsin family) 


3.3e-21 


83.9 




22-294 


696 


lectin c 


Lectin C-type domain 


5.1e-06 


33.3 




1C1 OG£ 


698 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


3.8e-42 


153.5 




40-402 


700 


myb_DNA- 
binding 


Myb-like DNA-binding 
domain 


9.3e-09 


42.5 




231-278 


700 


ZZ 


Zinc finger, ZZ type 


0.021 


17.8 




168-211 


702 


zf-ANl 


ANl-like Zinc finger 


0.0034 


18.0 






703 


CRAL TRIO 


CRAL/TRIO domain 


2.5e-41 


150.7 






703 


CRAL TRIO 
N 


CRAL/TRIO, N-terminus 


5.9e-10 


46.5 




3-71 


704 


Rhomboid 


Rhomboid family 


0.019 


-10.9 




152-307 


705 


GKAP i 


Guanylate-kinase-associated 
protein (GKAP)p 


7e-292 


983.1 




621-979 


706 


LBPJBPI_CE 
TP C 


LBP/BPI/CETP family, 
Oterminal do 


4.6e-06 


33.6 




218-456 


707 


Glyco_transf_8 


Glycosyl transferase family 
8 


0.0021 


-38.4 




103-368 


708 


LIM 


LIM domain 


7.8e-14 


59.4 




12-68 


710 


Collagen 


Collagen triple helix repeat 
(20 copies) 


8e-169 


574.2 


20 


56-114:115-174:187- 

245:291-349:360- 

418:423-483:492- 

550:598-656:684- 

743:750-808:809- 

868:869-928:929- 

988:1032-1090:1096- 

1154:1155- 

1214:1217- 

1277:1278- 

1337:1341- 

1400:1417-1476 


710 


C4 


C-terminal tandem repeated 
domain in type 4 


1.5e- 
148 


506.9 


2 


1489-1596:1597- 
1711 


711 


ldl__recept_a 


Low-density lipoprotein 
receptor domain 


0 


1307.3 


32 


67-lUo:llZ-13Z:ooU- 

920:921-961:962- 

1001:1002- 

1041:1042- 

1081:1088- 

1127:1130- 

1170:1171- 

1212:2545- 

2586:2587- 

2625:2626- 

2664:2676- 
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SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 














2713:2717- 

2755:2756- 

2795:2796- 

2838:2840- 

2879:2880- 

2923:2926- 

2964:3352- 

3391:3392- 

3430:3431- 

3470:3471- 

3510:3511- 

3549:3550- 

3588:3589- 

3626:3629- 

3667:3668- 

3706:3709- 

3749:3750- 

3790:3797-3835 


711 


Idljreceptjb 


Low-density lipoprotein 
receptor repeat 


2.4e- 
239 


808.6 


34 


332-373:375- 

417:419-461:605- 

646:648-692:694- 

742:744-791:1337- 

1382:1384- 

1425:1427- 

1472:1474- 

1517:1518- 

1558:1655- 

1696:1698- 

1740:1742- 

1780:1782- 

1825:1959- 

2000:2002- 

2043:2045- 

2087:2089- 

2131:2276- 

2315:2318- 

2365:2367- 

2410:2412- 

2453:2454- 

2495:3092- 

3134:3136- 

3177:3179- 

3221:3223- 

3260:3262- 

3303:3970- 

40lo:*»uio- 

4074:4076- 

4118:4120-4163 


711 


EGF • 


EGF-like domain 


1.8e-28 


108.0 


36 


69-106:157-190:196- 

230:512-553:835- 

870:1004-1039:1043- 

1079:1090- 

1125:1173- 

1210:1213- 

1249:1255- 

1289:1568- 
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SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 














1606:1875- 

1911:2184- 

2219:2505- 

2540:2589- 

2623:2635- 

2662:2719- 

2753:2928- 

2962:2967- 

3003:3009- 

3041:3314- 

3350:3513- 

3547:3552- 

3586:3590- 

3624:3669- 

3704:3752- 

3788:3842- 

3879:3885- 

3917:4213- 

4244:4254- 

4285:4290- 

4321:4326- 

4357:4362- 

4393:4398- 

4428:4431-4463 


712 


ldljrecept_a 


Low-density lipoprotein 
receptor domain 


4.7e-21 


83.4 


2 


67-108:112-152 


714 


cadherin 


Cadherin domain 


0 


1168.1 


16 


47-126:140-241:255- 

344:363-466:480- 

573:588-680:694- 

784:798-884:898- 

987:1001-1091:1105- 

1201:1215- 

1306:1320- 

1411:1425- 

1520:1526- 

1622:1634-1728 ' 


715 


cadherin 


Cadherin domain 


0 


1177.0 


16 


47-126:140-241:255- 

344:363-466:480- 

573:588-680:694- 

784:798-884:898- 

987:1001-1091:1105- 

1201:1215- 

1306:1320- 

1411:1425- 

1520:1526- 

1622-1634-1729 


716 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


l.2e-07 


-81.3 


1 


132-652 


716 


Peptidase S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 


1 


656-736 


717 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-71 


249.9 


10 


32-54:60-82:154- 
176:182-204:210- 
232:238-260:266- 
288:294-316:322- 
344:350-372 


720 


ig 


Immunoglobulin domain 


2.8e- 
178 


605.6 


15 


68-128:163-223:259- 
317:352-410:445- 
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ID 
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Description 


E- 
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Score 


Repeats 


Position 














503:538-596:629- 

687:720-780:813- 

871:904-962:995- 

1052:1085- 

1143:1176- 

1232:1266- 

1323:1356-1413 


720 


tsp_l 


Thrombospondin type 1 
domain 


5e-87 


302.5 


6 


1435-1485:1492- 

1542:1549- 

1599:1606- 

1656:1663- 

1713:1720-1770 


720 


EGF 


EGF-like domain 


1.6e-32 


121.5 


8 


2013-2047:2053- 

2092:2098- 

2130:2136- 

11 T>.1 1 *70 

2172:2178- 

ZZ1 D.ZZZl- 

2256:2338- 
2372:2378-2418 


721 


SPRY 


SPRY domain 


2.7e-29 


110.7 


l 


ICQ 41 C 


721 


SAP 


SAP domain 


6.9e-09 


43.0 


1 


5-5 1 


722 


ABC tran 


ABC transporter 


le-105 


364.6 


2 


MU-oyz. iozz-ijuo 


724 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, 
<>terminal domain 


1.6e-49 


1 no f\ 

178.0 


1 


er\ ini 


725 


EGF 


EGF-like domain 


L9e-18 


74.7 


5 


65-91:98-132:138- 

1 /Z:l /O-Zl /.ZZO-Zjo 


725 


MAM 


MAM domain 


1.7e-13 


58.3 


1 


4UZO40 


726 


NHL 


NHL repeat 


5.4e-67 


236.0 


6 


431-458:478- 

505:525-552:572- 

599:619-646:666-693 


726 


Filamin 


Filamin/ABP280 repeat 


6.9e-18 


72.9 


1 


306-402 


726 


zf-B box 


B-box zinc finger 


5.6e-05 


30.0 


1 


98-139 


727 


RhoGAP 


RhoGAP domain 


2.3e-50 


180.8 


1 


775-947 


727 


DAG_PE-bind 


Phorbol 

esters/diacylglycerol 
binding dom 


0.0004 


21.8 


1 


703-747 j 


728 


CN hydrolase 


Carbon-nitrogen hydrolase 


0.0048 


-84.5 


1 


25-261 


729 


tspj 


Thrombospondin type 1 
domain 


6.9e-32 


119.4 


11 


570-623:980- 

1034:1037- 

1089:1092- 

1146:1165- 

1220:1221- 

1276:1313- 

1364:1367- 

1420:1426- 

1479-1482- 

1535:1543-1593 


729 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


1.3e-16 


68.6 


1 


274-480 


729 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


4.8e-10 


46.8 


1 


93-223 


731 


ig 


Immunoglobulin domain 


5.1e-12 


53.4 


3 


6-99:146-235:282- 
373 


732 


ig 


Immunoglobulin domain 


1.6e-16 


68.3 


4 


42-129:179-272:319- 
408:455-546 


735 


RhoGEF 


RhoGEF domain 


3e-10 


47.5 


1 


165-340 
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737 


mn 


RNA recognition motif. 


l.le-26 


102.1 


3 


78-142:151-222:240- 
311 


742 


cadherin 


Cadherin domain 


3.6e- 
100 


346.2 


6 


147-243:257- 

349:369-460:474- 

563:577-666:685-773 


743 


PGM_PMM_II 


Phosphoglucomutase/phosp 
homannomutase, alp 


0.08 


-11.7 


1 


67-179 


745 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e- 
108 


373.3 


15 


130-152:158- 

180:186-208:214- 

236:242-264:270- 

292:298-320:326- 

348:354-376:382- 

404:410-432:438- 

460:488-510:516- 

538:544-566 


746 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-91 


314.9 


12 


205-227:233- 

255:261-283:289- 

311:317-339:345- 

367:373-395:401- 

423:429-451:457- 

479:485-507:513-535 


746 


KRAB 


KRAB box 


2.3e-23 


91.1 


1 


35-75 


747 


EMP24 GP25 
L 


emp24/gp25L/p24 family 


1.2e-79 


278.0 


1 


5-201 


748 


acid_phosphat 


Histidine acid phosphatase 


2.5e- 
158 


539.4 


1 


31-371 


749 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


8.7e-60 


212.0 


1 


527-649 | 


749 


PH 


PH domain 


8e-17 


69.3 


1 


393-487 


749 


ank 


Ankyrin repeat 


4.6e-15 


63.5 


3 


826-858:859- 
891:892-925 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-43 


157.0 


6 


603-625:631- 

653:693-715:721- 

743:751-773:779-801 


751 


KRAB 


KRAB box 


9.5e-20 


79.0 


1 


342-382 


753 


LRR 


Leucine Rich Repeat 


2e-30 


114.5 


8 


61-82:83-106:107- 
131:132-155:156- 
179:180-203:204- 
227:228-251 


753 


LRRCT 


Leucine rich repeat C- 
terminal domain 


3.6e-07 


37.2 


1 


261-311 


754 


A2M 


Alpha-2-macroglobulin 
family 


3.4e- 
195 


661.8 


1 


721-1469 


754 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


1.6e-88 


307.5 


1 


1-623 


755 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


4.6e-24 


93.4 


1 


242-422 


756 


fii3 


Fibronectin type III domain 


2.1e-53 


190.9 


4 


598-687:700- 
790:802-891:903-986 


756 


ig 


Immunoglobulin domain 


1.6e-49 


177.9 


6 


43-102:137-198:242- 

299:332-388:424- 

481:514-579 


758 


LRR 


Leucine Rich Repeat 


1.2e-28 


108.6 


7 


52-75:76-99:100- 
123:124-147:148- 
171:172-195:196-216 


758 


ig 


Immunoglobulin domain 


5.2e-07 


36.7 


1 


301-359 
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758 


LRRCT 


Leucine rich repeat C- 
terminal domain J 


0.00013 


28.8 


1 


240-285 


759 


7tm_2 


7 transmembrane receptor 
(Secretin family) 


2.3e-20 


81.1 


1 


1009-1273 


759 


GPS 


Utrophilin/CM-like GPS 
domain 


7.1e-13 


56.2 


1 


950-1002 


759 


ig 


Immunoglobulin domain 


3.3e-08 


40.7 


2 


286-352:485-547 


759 


SEA 


SEA domain 


0.043 


20.1 


1 


168-279 


760 


zf-C2H2 


Zinc finger, C2H2 type 


1.5e-85 


297.6 


12 


107-129:135- 

157:163-185:191- 

213:219-241:247- 

269:275-297:303- 

325:331-353:359- 

381:387-409:415-437 


764 


HIT 


HIT family 


0.00082 


-4.2 


1 


173-273 


768 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2e-49 


177.6 


2 


32-129:142-247 


768 


Lysyl oxidase 


Lysyl oxidase 


4.5e-41 


149.9 


1 


251-359 


769 


Glyco_transf_8 


Glycosyl transferase family 
8 


4.7e-06 


-2.1 


1 


1-250 


770 


WD40 


WD domain, G-beta repeat 


4.4e-07 


37.0 


3 


215-251:365- 
401:407-443 


773 


Cytidylyltrans 


Phosphatidate 
cytidylyltransferase 


8e-92 


318.5 


1 


221-401 


774 


WD40 


WD domain, G-beta repeat 


1.5e-08 


41.8 


2 


166-203:327-363 


779 


HesB-like 


HesB-like domain 


3.5e-36 


133.6 


1 


49-151 


780 


ig 


Immunoglobulin domain 


0.014 


22.0 


2 


8-57:96-155 


783 


vwa 


von Willebrand factor type 
A domain 


2.1e-42 


154.3 


1 


266-440 


783 


Kunitz_BPTI 


Kunitz/B ovine pancreatic 
trypsin inhibito 


1.7e-18 


74.8 


1 


540-590 


783 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.014 


-13.0 


4 


2-60:61-117:118- 
175:181-239 


784 


Sterol desat 


Sterol desaturase 


6.4e-46 


166.0 


1 


57-263 


785 


ig 


Immunoglobulin domain 


2e-32 


121.1 


4 


116-176:331- 1 

391:1355-1415:1552- 

1613 


786 


adenylatekinas 
e 


Adenylate kinase 


2.6e-08 


-30.8 


1 


35-189 


788 


SH3 


SH3 domain 


6.7e-13 


56.3 


1 


1-56 


789 


SH3 


SH3 domain 


1.6e-14 


61.6 


1 


73-129 


790 


TIMP 


Tissue inhibitor of 
metalloproteinase 


l.le-40 


148.5 


1 


15-124 


791 


lectin c 


Lectin C-type domain 


5.1e-06 


33.3 


1 


162-267 


792 


UDPGT 


UDP-glucoronosyl and 
UDP-glucosyl transferas 


5e-237 


oUU.o 


i 
i 




794 


Ubie_methyltr 
an 


ubiE/COQ5 

methyltransferase family 


6.3e-05 


-96.3 


1 


37-241 


794 


PCMT 


Protein-I^isoaspartate(D- 
aspartate) O 


0.038 


-104.6 


1 


23-192 


795 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


6.9e-31 


116.0 


1 


444-720 


799 


PH 


PH domain 


2.8e-18 


74.1 


1 


14-112 


804 


ig 


Immunoglobulin domain 


0.0006 


26.5 


2 


35-111:146-197 


809 


i? 


Immunoglobulin domain 


0.0014 


25.4 


1 


109-171 
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811 


MHCJ 


Class I Histocompatibility 
antigen, domains 


l.le-06 


4.5 


1 


29-205 


812 


ig 


Immunoglobulin domain 


5.4e-41 


149.6 


5 


78-137:176-237:274- 
335:369-430:465-529 


813 


ig 


Immunoglobulin domain 


2.2e- 
103 


356.8 


12 


295-358:393- 

452:1468-1530:1565- 

1627:1662- 

1724:1761- 

1823:1858- 

1926:1961- 

2020:2059- 

2120:2157- 

2218:2252- 

2313:2348-2412 


814 


ig 


Immunoglobulin domain 


2.2e- 
103 


356.8 


12 


490-553:588- 

647:1663-1725:1760- 

1822:1857- 

1919:1956- 

2018:2053- 

2121:2156- 

2215:2254- 

2315:2352- 

2413:2447- 

2508:2543-2607 


814 


LRR 


Leucine Rich Repeat 


l.le-25 


98.8 


6 


58-81:82-105:106- 
129:130-1 jj.1j4- 
177:186-209 


814 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.1e-09 


42.9 


1 


219-280 


814 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00025 


27.8 


1 


28-56 


816 


Apolipoprotein 


Apolipoprotein A1/A4/E 
family 


1.6e-06 


34.6 


1 


4-251 


817 


Apolipoprotein 


Apolipoprotein A1/A4/E 
family 


1.6e-06 


34.6 


1 


4-251 


819 


phoslip 


Phospholipase A2 


3.3e-48 


173.6 


1 


21-145 


821 


MR.MLE 


Mandelate racemase / 
muconate lactonizing en 


4.6e-05 


-4.2 


1 


149-350 


821 


MR_MLE_N 


Mandelate racemase / 
muconate lactonizing en 


0.0031 


-0.4 


1 


1-112 


822 


NAP 


Nucleosome assembly 
protein (NAP) 


1.7e- 
190 


646.3 


1 


11 IOC 

12-285 


823 


PP2C 


Protein phosphatase 2C 


6.2e-72 


252.4 


1 


107-383 


824 


vwc 


von Willebrand factor type 
C domain 


3.8e-13 


57.1 


2 


103-157: 10U-Z14 


825 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


O 00045 


-23.4 


1 


1-173 


826 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.2e-40 


147.6 


1 


40-287 


828 


RhoGAP 


RhoGAP domain 


1.9e-26 


101.3 


1 


101-250 


829 


CUB 


CUB domain 


l.le-27 


105.4 


1 


2-102 


830 


CUB 


CUB domain 


l.le-27 


105.4 


1 


2-102 


831 


myosinjiead 


Myosin head (motor 
domain) 


9.7e-15 


-285.0 


1 


37-318 


832 


myosin_head 


Myosin head (motor 
domain) 


4.9e-23 


-122.5 


1 


37-408 
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834 


thyroglobulin 
1 


Thyroglobulin type- 1 repeat 


l.le-20 


82.1 


1 


316-379 


834 


kazal 


Kazal-type serine protease 
inhibitor 


1.5e-06 


35.2 


1 


139-183 


838 


LRR 


Leucine Rich Repeat 


9.7e-45 


162.1 


12 


61-84:85-108:109- 
132:133-156:157- 
180:181-204:205- 
228:229-252:253- 
276:277-300:301- 
324:326-349 


838 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.5e-09 


42.8 


1 


359-405 


838 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.031 


20.9 


1 


31-59 


841 


ank 


Ankyrin repeat 


8e-33 


122.5 


4 


1-27:29-61:130- 
162:164-196 


841 


SAM 


SAM domain (Sterile alpha 
motif) 


0.0031 


24.2 


1 


577-640 


844 


ig 


Immunoglobulin domain 


6.3e-39 


142.8 


4 


53- 1 10:150-216:255- 
310:350-417 


845 


ig 


Immunoglobulin domain 


5e-56 


199.5 


6 


53-110:150-216:255- 

310:350-417:456- 

516:553-617 


845 


MAM 


MAM domain ! 


1.3e-52 


188.2 


1 


753-918 


847 


PLA2_B 


Lysophospholipase catalytic 
domain 


4.6e-50 


179.8 


1 


1 1 AO 1 CC 1 

1108-1551 


847 


C2 


C2 domain 


1.6e-06 


35.1 


1 


797-880 


848 


PLA2_B 


Lysophospholipase catalytic 
domain 


8.3e-53 


188.9 


1 


357-800 


848 


C2 


C2 domain 


1.6e-06 


35,1 


1 


46-129 


851 


ig 


Immunoglobulin domain 


3.6e-31 


117.0 


3 


48-105:169-227:265- 
344 


852 


ig 


Immunoglobulin domain 


3.6e-31 


117.0 


3 


44-101:165-223:261- 
340 


853 


ig 


Immunoglobulin domain 


2.8e-07 


37.6 


1 


44-101 


854 


C2 


C2 domain 


1.3e-70 


248.0 


2 


158-245:289-377 


855 


tspj 


Thrombospondin type I 
domain 


1.7e-26 


101.5 


6 


546-596:827- 
881:945-995:1314- 
1364:1426- 
1471:1474-1530 


855 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


1.3e-15 


65.3 


1 


246-456 


855 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


9.2e-05 


8.5 


1 


105-222 


857 


abhydrolase_2 


Phospholipase/Carboxyleste 
rase 


ft 


-O/.J 


1 


120-326 


858 


abhydrolase_2 


Phospholipase/Carboxyleste 
rase 


0.051 


-67.3 


1 


113-319 


859 


SRCR 


Scavenger receptor 
cysteine-rich domain 


3e-20 


80.7 


1 


336-433 


859 


Collagen 


Collagen triple helix repeat 
(20 copies) 


2.1e-12 


54.7 


1 


255-314 


860 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2e-33 


124.5 


1 


396-493 j 


860 


Collagen 


Collagen triple helix repeat 


9.1e-13 


55.8 


1 1 315-374 
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(20 copies) 










862 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-89 


310.8 


12 


192-214:220- 
242:248-270:276- 
298:304-326:332- 
354:360-382:388- 

A\f\.A \ C A1Q.AAA 

410:4 lo-4Jo:444- 
466:472-494:500-523 


864 


zf-CCCH 


Zinc finger C-x8-C-x5-C- 
x3-H type 


le-06 


35.8 


I 


52-78 


865 


WD40 


WD domain, G-beta repeat 


5.7e-12 


53.2 i 


3 


203-238:271- 
307:360-393 


867 


aminotran 3 


Aminotransferase class-Ill 


3.3e-98 


339.7 


1 


76-509 


868 


aminotran 3 


Aminotransferase class-Ill 


6.8e-48 


172.5 


1 


2-406 


869 


fryp sin 


Trypsin 


7e-63 


222.3 


1 


63-289 


870 


Glycos transf_ 
1 


Glycosyl transferases group 
1 


1.8e-06 


33.8 


1 


86-239 


873 


EGF 


EGF-like domain 


1.2e- 
120 


414.3 


16 


7-43:50-81:88- 

119:126-157:168- 

199:203-234:243- 

279:280-311:319- 

350:358-389:396- 

427:492-523:530- 

/T/*1 C/TO CC\C\.CC\C 

561:568-599:o0o- 
637:1046-1077 


873 


fo3 


Fibronectin type III domain , 


4.1e-34 


126.7 


3 


54 1-722: /4U- 
823:839-921 


873 


sushi 


Sushi domain (SCR repeat) 


3.8e-05 


30.5 


i 


433-486 


875 


AdoHcyase 


S-adenosyl-L-homocysteine 
hydrolase 


1.5e- 
280 


945.4 


1 


0 1 CAO 

81-507 


878 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


7.4e-54 


192.3 




146-3 82 


879 


fibrinogen^ 


Fibrinogen beta and gamma 
chains, C-term 


7.4e-54 


192.3 




1 AC lOO 


880 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


7.4e-54 


192.3 


1 

— 


1 AC QOO 

14ooo2 


883 


aa__permeases 


Amino acid permease 


1 A~ AT 

3.9e-07 


1 AO 1 




4U-4/5 


883 


Aajrans 


Transmembrane amino acid 
transporter pro 


0.0067 


-123.4 


i 

— 


42-460 


884 


pkinase 


Protein kinase domain 


9.3e-06 


CO o 

-52.2 




iaa ccr\ 

iuu-0Dy 


885 


lectin c 


Lectin C-type domain 


0.0011 


6.9 


i 


47-128 


888 


Peptidase_M20 


Peptidase family 
M20/M25/M40 


0.00043 


16.2 


1 


55-357 j 


889 


sugar_tr 


Sugar (and other) 
transporter 


0.017 


-118.8 


" 1 


1-335 


oai 
891 


ig 


immunoglobulin aomain 




29.6 


--j 


55-127 


892 


bromodomain 


Bromodomain 


6.9e-87 


302.1 




63-152:356-445 


893 


OLF 


Olfactomedin-like domain 


1.2e- 
120 


414.2 




220-470 


894 


ig 


Immunoglobulin domain 


7.1e-16 


66.2 




262-322:354-414 


894 


kazal 


Kazal-type serine protease 
inhibitor domain 


le-09 


45.7 




88-132 


894 


efhand 


EF hand 


0.0013 


25.4 




178-206 


895 


aminotran_l_2 


Aminotransferase class I 
and II 


8.5e-ll 


49.3 




81-416 


896 


LIM 


LIM domain 


5.4e-42 


152.9 


4 


24-80:83-140:153- 
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rosiuon 














209:212-271 


896 


VHP 


Villin headpiece domain ! 


7 i*»_7ft 




i 
i 




897 


p kinase 


Protein kinase domain 


8.1e- 
102 


351.7 


1 


356-613 


898 


pkinase 


Protein kinase domain 


o.ie- 
102 


7C 1 *7 


i 


D4D-8UU 


898 


DCX 


Doublecortin 


C T« 1 A 

D.ve-iu 


40.0 


i 
l 


ion 1Q/1 


899 


GSTC 


Glutathione S-transf erase, 
C-terminal domain 


0.088 


11.8 


1 


254-370 


900 


Clq 


Clq domain 


7.6e-72 


252.1 


1 


1 1 £. "%A 1 

110-241 


900 


Collagen 


Collagen tnple helix repeat 
(20 copies) 


O A~. t\C 

8.4e-Qo 


32.7 


1 




902 


BRCT 


BRCA1 C Terminus 
(BRCT) domain 


4e-92 


319.5 


c 
0 


1A A1.0£_1 Q*2.A70 

iu-yi:yo-ioD:4/y- 

•V7fV57Q 6fi£-777- 
D fyj.j /ir-OOO. fji 

823:846-944 


903 


BRCT 


BRCA1 C Terminus 
(BRCT) domain 


7 7o_A£ 

l. /e-uo 


7/1 A 
.54.4 


i 
1 


1ft 07 


905 


LRRCT 


Leucine rich repeat C- i 
terminal domain 


/.De-uy 


/17 Q 


i 
1 


77 R7 
O /-oD 


905 


LRR 


Leucine Rich Repeat 


U.UUOO 




i 


4-77 
4-Z/ 


906 


ig 


Immunoglobulin domain 


0.002 


24.8 


1 


25-79 


907 


TB2_DP1_HV 
A22 


TB2/DP1, HVA22 family 


1 1 A 

le-34 


128.7 


i 
1 


7 G£ 1 


908 


An peroxidase 


Animal haem peroxidase 


7o 1 Ql 


ODD. 4 


1 


77ft. 17ftQ 


908 


ig 


Immunoglobulin domain 


le-34 


128.8 


4 


224-283:320- 

XI (\ '4.00-477 • ^11- ^ Oft 


908 


LRR 


Leucine Rich Repeat 


4.7e-22 


86.7 


4 


51-74:75-98:99- 

177*191-146 


908 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


156-208 


908 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1439-1494 


908 


TILa 


TILa domain 


a ft77 


17 n 


l 


147Q 14.01 


909 


An_peroxidase 


Animal haem peroxidase 


7a 1 Q1 


ODD. 4 


i 
i 


QA1 174ft 
01/1-1041/ 


909 


ig 


Immunoglobulin domain 


le-34 


128.8 


4 


255-314:351- 

4ft7*44ft ^ftl* 564-671 
4U /. t rfU"JUj. J04-0A1 


909 


LRR 


Leucine Rich Repeat 


4.7e-22 


86.7 


4 


82-105:106-129:130- 

1*7.1*4 177 
ID j. 1 D4-1 / / 


909 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


187-239 


909 


vwc 


von Willebrand factor type 
C domain 


/e-Uo 


7Q £ 


l 


147ft-1 <7* 
14 /v-1 jZD 


909 


TILa 


TILa domain 


0.023 


12.0 


1 


1469-1522 


910 


An_peroxidase 


Animal haem peroxidase 


3e-193 


655.4 


1 


663-1202 


ai n 

yiu 


ig 


Immunoglobulin domain 


7 Op 74 




7 


7ft1-?fif)-7Q7- 

353:386-449 


910 


LRR 


Leucine Rich Repeat 


2.6e-18 


74.3 


4 


51-74:75-98:99- 
122:123-146 


910 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1332-1387 


910 


TILa 


TILa domain 


0.023 


12.0 


1 


1331-1384 


911 


EGF 


EGF-like domain 


3.1e-50 


180.3 


9 


47-99:106-141:172- 
203:210-245:574- 
605:823-854:861- 
892:901-933:940-971 
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911 


laminin G 


Laminin G domain 


0.0002 


25.1 


2 


275-401:663-788 


914 


cNMP_binding 


Cyclic nucleotide-binding 
domain 


1.5e-65 


231.2 


2 


152-240:270-364 


914 


Rlla 


Regulatory sub unit of type 
II PKA R-subu 


4.8e-13 


56.8 


1 


25-62 


915 


DIL 


DIL domain 


6.6e-40 


146.0 


1 


214-323 


915 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


2e-12 


54.7 


1 


555-639 


916 


lipoxygenase 


Lipoxygenase 


3.3e- 
193 


655.3 


1 


121-648 


916 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


917 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


917 


lipoxygenase 


Lipoxygenase 


0.00053 


-342.4 


1 i 


91-294 


918 


PLAT 


PLAT/LH2 domain 


l.6e-29 


111.5 


1 


2-111 


918 


lipoxygenase 


Lipoxygenase 


4e-06 


-297.4 


1 


121-323 


926 


Aajrans 


Transmembrane amino acid 
transporter protein 


lie- 
US 


473.9 


1 


114-517 


.927 


EGF 


EGF-like domain 


5.8e-36 


132.9 


6 


29-57:60-88:95- 

128:135-171:178- 

209:216-247 


930 


DUF6 


Integral membrane protein 
DUF6 


0.00017 


28.3 


2 


8-129:147-277 


933 


Peptidase_M24 


metallopeptidase family 
M24 


2.1e-69 


244.0 


1 


87-326 


938 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


1.8e-20 


81.4 


1 


93-174 


938 


L27 


L27 domain 


6.5e-16 


66.3 


1 


13-68 


940 


rrm 


RNA recognition motif. 


2.7e-46 


167.2 


4 


61-128:186-253:339- 

Af\C. ACC C*iA 

406:456-524 


941 


EGF 


EGF-like domain 


1.9e-18 


74,7 


5 


66-92:99-133: 13y- 
173:1 /y-zto.2z4-/Dy 


941 


MAM 


MAM domain 


1.7e-13 


58.3 


1 




942 


EGF 


EGF-like domain 


1.9e-18 


74.7 


5 


1 78 • 1 WtL.ll *\ • 11 Q-lfA 

1/0.1 0*T"AA J . A£7 -A»U*t 


942 


MAM 


MAM domain 


1.7e-13 


CO 1 

58.3 


1 


A(\W SSI 


943 


PHD 


PHD-finger 


2.9e-10 


An c 

47.5 


1 


OJ-IZo 


943 


bromodomain 


Bromodomain 


8.2e-10 


AC f\ 

46.0 


1 


14y-Z3D 


943 


zf-MYND 


MYND finger 


7e-07 


1C 1 

36.3 


1 


QT7 1 A1 1 


943 


PWWP 


PWWP domain 


7.5e-06 


32.9 


1 


o£G iac. 
zoy-34u 


944 


PHD 


PHD-finger 


2.9e-10 


ah c 

47.5 


t 
1 




944 


bromodomain 


Bromodomain 


8.2e-10 


46.0 


1 


i ac\ 015. 


944 


PWWP 


PWWP domain 


7.5e-06 


32.9 


1 


269-340 


945 


PHD 


PHD-finger 


2.9e-10 


47.5 


1 


OC 1 oo 

85-128 


945 


bromodomain 


Bromodomain 


8.2e-10 


46.0 


1 


149-235 


945 


zf-MYND 


MYND ringer 


/e-u/ 


if. 1 


i 
i 


1023-1057 


945 


PWWP 


PWWP domain 


7.5e-06 


32.9 


1 


269-340 


946 


PHD 


PHD-finger 


2.9e-10 


47.5 


1 


90-133 


946 


bromodomain 


Bromodomain 


8.2e-l0 


46.0 


1 


154-240 


946 


zf-MYND 


MYND finger 


7e-07 


36.3 


1 


1028-1062 


946 


PWWP 


PWWP domain 


7.5e-06 


32.9 


1 


274-345 


950 


ion trans 


Ion transport protein 


3.5e-19 


11 A 


1 


345-518 


951 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


3e-88 


306.6 


1 


210-409 


951 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


1.3e-31 


118.4 


1 


80-198 
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951 


disintegrin 


Disintegrin 


2.5e-23 


90.9 


1 


426-501 


953 


ank 


Ankyrin repeat 


2e-46 


167.6 


7 


151-183:184- 
215:216-248:250- 
282:283-328:329- 
361:362-401 


954 


interferon 


Interferon alpha/beta 
domain 


1.8e-17 


71.5 


1 


16-171 


956 


adh short 


short chain dehydrogenase 


l.3e-07 


21.8 


1 . " 


31-188 


958 


acid phosphat 


Histidine acid phosphatase 


1.7e-58 


207.7 


\ 


30-381 


959 


serpin 


Serpin (serine protease 
inhibitor) 


6.4e- 
179 


607.8 




1-329 


960 


serpin 


Serpin (serine protease 
inhibitor) 


9.1e- 
200 


677.1 




47-397 


961 


serpin 


Serpin (serine protease 
inhibitor) 


3.2e- 
200 


678.5 


i 


47-397 


962 


serpin 


Serpin (serine protease 
inhibitor) 


1.2e- 
203 


689.9 


1 


47-397 


964 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


5.8e-96 


332.2 


1 


232-420 


964 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


4.4e-41 


149.9 




no ion 


964 


disintegrin 


Disintegrin 


2.5e-09 


44.5 


_i 


AAA 0*7 

444-51/ 


965 


Uteroglobin 


Uteroglobin family 


1.4e-05 


31.8 


J 


1 QQ 


966 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


5.7e-92 


319.0 




4o-4oj 


967 


Clq 


Clq domain 


6.1e-44 


159.4 




73-202 


970 


IK 


Immunoglobulin domain 


1.6e-06 


35.1 




41-124:156-230 


970 


zf-CCHC 


Zinc knuckle 


5.7e-05 


30.0 




523-540 


971 


pentaxin 


Pentaxin family 


8.1e-22 


85.9 




281-479 


973 


bZIP 


bZIP transcription factor 


0.024 


19.0 




622-686 ^ 


974 


WD40 


WD domain, G-beta repeat 


0.003 


24.3 




37-72:77-113:122- 
156:211-247 


975 


ion trans 


Ion transport protein 


0.0031 


24.2 




248-408 


976 


ion trans 


Ion transport protein 


0.0031 


24.2 




322-482 


977 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e-55 


197.2 


35 


4-27:108-131:162- 

185:243-266:439- 

462:470-492:600- 

623:843-866:886- 

908:925-948:1030- 

1053:1114- 

1137:1193- 

1216:1265- 

1288:1312- 

1335:1369- 

1392:1470- 

1493:1515- 

1538:1577- 

1600:1660- 

1683:1697- 

1720:1767- 

1790:1846- 

1869:1892- 

1914:1968- 

1990:2051- 

2073:2085- 

2107:2114- 
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2137:2143- 
2166:2251- 
2274:2280- 
2303:2314- 
2336:2360- 
2382:2388- 
2411:2474-2496 


980 


trypsin 


Trypsin 


7.9e-18 


72.7 


1 


155-326 


980 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


8e-12 j 


52.7 


1 


332-427 


980 


kazal 


Kazal-type serine protease 
inhibitor domain 


3.7e-05 


30.6 


1 


63-117 


981 


asp 


Eukaryotic aspartyl protease 


8.1e- 
104 


358.3 


1 


19-421 


984 


Zn carbOpept 


Zinc carboxypeptidase 


2e-114 


393.5 


1 


50-332 


985 


Zn carbOpept 


Zinc carboxypeptidase 


2e-114 


393.5 


1 


50-332 


986 


NifUN 


NifU-likeN terminal 
domain 


4.2e-80 


279.5 


1 


34-160 


988 


UPAR LY6 


u-PAR/Ly-6 domain 


1.8e-05 


31.6 


1 


28-110 


990 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-12 


55.2 


3 


53-78:87-114:120- 
144 


991 


pkinase 


Protein kinase domain 


8.6e-90 


311.7 


1 


20-312 


992 


spectrin 


Spectrin repeat 


6.6e-26 


99.5 


7 


1 7- 1 2 1 : 1 24-226 : 229- 
340:343-449:452- 

cc/Z.HOI QQQ.QQ1 QQQ 


994 


Clq 


Clq domain 


2.1e-31 


117.8 


1 


160-284 


994 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.00022 


22.3 


1 


76-135 


995 


Allantoicase 


Allantoicase repeat 


8.7e- 
122 


418.0 


2 


1-136:159-319 


996 


ig 


Immunoglobulin domain 


4.9e-ll 


50.1 


3 


37- 151:1 82-243 :27> 
335 


997 


RasGEF 


RasGEF domain 


1.7e-88 


307.4 


i 


999-1184 


997 


RhoGEF 


RhoGEF domain 


8.2e-68 


238.7 




f\ A *1 A^O 

247-428 


997 


PH 


PH domain 


2.3e-35 


130.9 




23-133:460-588 


997 


RasGEFN 


Guanine nucleotide 
exchange factor for Ras-1 


4.9e-18 


73.3 




633-688 


997 


IQ 


IQ calmodulin-binding 
motif 


0.012 


22.2 




206-226 


999 


Kjetra 


K+ channel tetramerisation 
domain 


6e-31 


116.2 


1 


24-126 


1002 


PHD 


PHD-fmger 


1.9e-17 


71.4 


■ i 


185-233 


1002 


zf-C3HC4 


Zinc ringer, C3HC4 type 
(RING finger) 


0.00078 


26.2 




108-156 


1003 


WD40 


WD domain, G-beta repeat 


1 ia 

l,oe-Z4 




0 


/UO"OUA.7J7 

992:1070-1104:1110- 

1145:1151- 

1185:1191-1225 


1004 


zz 


Zinc finger, ZZ type 


4.6e-ll 


50.2 


1 


3-48 


1004 


zf-C2H2 


Zinc ringer, C2H2 type 


0.012 


22.2 


1 


78-101 


1006 


C2 


C2 domain 


9.6e-05 


29.2 


1 


304-394 


1007 


IBN_NT 


Importin-beta N-terminal 
domain 


9.5e-28 


105.6 


1 


22-101 


1009 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


1.4e-35 


131.6 


1 


250-373 
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1009 


PH 


PH domain 


1.7e-14 


61.6 


l 


136-227 j 


1009 


ank 


Ankyrin repeat 


2e-ll 


51.4 


2 


411.446:447-479 


1009 


SH3 


SH3 domain 


1.7e-10 


48.3 


l 


881-938 


1011 


ig 


Immunoglobulin domain 


1.2e-48 


175.1 


6 


80-148:183-242:281- 
342:379-440:474- 
535:570-634 I 


1015 


efhand 


EFhand 


3.7e-26 


100.3 


4 | 


on ci.cz oi.i a*) I 

29o / :oD-yi : 1 UZ- j 

11ft. 11B 1££ I 


1018 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.7e-76 


266.4 


I 


87-350 j 


1019 


LRR 


Leucine Rich Repeat 


2.9e-41 


150.5 


14 


82-105:106-129:133- 

1 **7'1 C5 1 81 • 1 87- I 
ID /.I JO-lol.loZ- 

205:206-229:251- 

077 '170-1^7 '111 L i 

444:463-486:537- \ 
558-559-582 


1021 


RasGEF 


RasGEF domain 


le-47 


172.0 


1 


907-1092 1 


1021 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-17 


/U.Z 




58ft-fifi1 


1021 


cNMPJrinding 


Cyclic nucleotide-binding 
domain 


1 O*. 1 i 

3.8e-13 


<7 1 






1021 


RA 


Ras association 
(RalGDS/AF-6) domain 


1.3e-U5 


11 1 




70Q-RRS I 


1022 


RasGEF 


RasGEF domain 


i a An 


1 ULAj 




RS7-1049 


1022 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-17 


70.2 


1 


530-611 


1022 


cNMP_binding 


Cyclic nucleotide-binding 
domain 


3.8e-13 


57.1 


1 

— 


295-385 H 


1022 


RA 


Ras association 
(RalGDS/AF-6) domain 


1 l<a AC 

1 .ie-UD 


17 1 
0/.. 1 




749-8^5 


1026 


Ricin_B_lectin 


QXW lectin repeat 


1 1o 1 1 


O 1 


i 


114-172-187- 
995 -976-965 


1027 


SCF 


Stem cell factor 


2.4e- 

110 


409.9 


i 


1-216 


1028 


cadherin 


Cadherin domain 


1.9e-75 


264.0 


4 


50-141:155-250:264- 
366-379-470 1 


1029 


cadherin 


Cadherin domain 


1.4e-78 


274.5 


4 


50-141:155-250:264- 
166-179-470 


1030 


PH 


PH domain 


1.2e-10 


48.8 


1 


522-624 | 


1031 


Renaljiipeptas 
e 


Renal dipeptidase 


1.3e-7i 


75Q ft 






1032 


aa permeases 


Amino acid permease 


3.9e-07 


-148.3 


1 


40-475 1 


1032 


Aa_trans 


Transmembrane amino acid 

trsmQnrwtPr typo 


0.0067 


1 01 A 




A7_A£ft 1 
HZ-*rOU 


1033 


FTHFS 


Formate--tetrahydrofolate 
ligase 


0 


1367.2 




360-979 j 


1033 


THF DHG C 
YH 


Tetrahydrofolate 
dehydrogenase/cyclohyd 


1.5e-07 


21.3 




68-180 


1033 


THF DHG C 
YH C 


Tetrahydrofolate 
dehydrogenase/cyclohyd 


3.7e-05 


-45.5 




182-329 


1035 


RhoGEF 


RhoGEF domain 


9.1e-26 


99.0 




778-962 ! 


1035 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-12 


53.6 




47-122 


1035 


PH 


PH domain 


0.081 


19.5 


1 


1006-1119 
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1037 


PH 


PH domain 


2.4e-10 


47.8 


1 


17-124 


1037 


efhand 


EFhand 


2.7e-08 


41.0 


2 


l^O \CC 1*7/1 lAO 

138-166:174-202 


1039 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.9e-22 


87.0 


1 


40-289 


1040 


tsp_3 


Thrombospondin type 3 
repeat 


l.le-22 


88.9 


9 


404-418:440- 

454:463-477:499- 

513:522-536:537- 

551:560-574:600- 

614:615-627 


1040 


TSPN 


Thrombospondin N- 
terminal -like domain 


2.3e-05 


22.9 


1 


1-101 


1042 


PTR2 


POT family 


7.4e-85 


295.3 


1 


103-471 


1043 


FH2 


Formin Homology 2 
Domain 


4e-105 


362.7 


1 


595-1038 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e- 
140 


478.8 


19 


114-136:142- 

164:170-192:198- 

220:226-248:254- 

276:282-304:310- 

332:338-3o0:3oo- 

3oo:394-41o:4ZZ- 

444:4 jU-4 /Z.4 / o- 

3UU.jUD-jZo. .?j*t- 

^56-*567-584-S90- 

617-618-640 


1044 


KRAB 


KRAB box 


o.4e-z / 


ino o 

1UZ.7 


i 
l 


8-48 


1044 


zf-BED 


BED zinc finger 


u.uyy 


in *\ 


Z 


431 -47 V 603-641 


1046 


PA 


PA domain 


4.ie-zu 


fiA 1 
ou.j 


1 
1 


155-255 


1048 


TIG 


IPT/TIG domain 




7/Y3 £ 

zuz.o 


a 


803-893-895- 
980*983-1092 


1048 


PSI 


Plexin repeat 


7.4e-26 


99.3 


2 


468-519:759-801 


1048 


Sema 


Sema domain 


1 <a 1 1 

1 .oe- 1 1 




i 
i 


34-449 


1049 


BTB 


BTB/POZ domain 


1 7o OA, 

i . / e-zo 




i 


20-124 


1050 


ABC tran 


ABC transporter 


9.9e-37 


135.5 


1 


26-217 


1051 


ZZ 


Zinc finger, ZZ type 


A £a 1 1 

4.oe-i 1 


<C\ 7 
DU.Z 


i 
l 


J~*tO 


1051 


zf-C2H2 


Zinc finger, C2H2type 


0.012 


22.2 


1 


78-101 


1052 




Immunoglobulin domain 


1.2e-ll 


52.2 


2 


34-i 10: 150-204 


1053 


CUB 


CUB domain 


2.5e-12 


54.4 


1 


lDO-ZOU 


1053 


WSC 


WSC domain 


0.002 


18.6 


1 


,71-142 


1054 


ig 


Immunoglobulin domain 


0.0026 


24.4 


1 


30-113 


1055 


MHC_I 


Class I Histocompatibility 
antigen, domains 


2.4e- 
146 


499.6 


1 


25-203 


1055 


ig 


Immunoglobulin domain 


8.5e-08 


39.3 


1 


ZZU-Zoj 


1057 


LBPJ3PI_CE 
TP C 


LBP/BPI/CETP family, 
C-terminal do 


0.00076 


-0.8 


1 


217-444 


1062 


PMP22_Claudi 
n 


PMr- 

22/EMP/MP20/Claudin 
family 




161 7 


I 


4-181 


1064 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.8e-71 


249.5 


5 


1-84:209-297:310- 
393:409-490:694-775 


1065 


PID 


Phosphotyrosine interaction 
domain (PTB/PID) 


l.le-44 


161.8 


1 


42-168 


1067 


pkinase 


Protein kinase domain 


2.8e-73 


256.8 


1 


12-272 


1068 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


5.6e-37 


136.3 


1 


38-185 


1069 


lactamase B 


Metallo-beta-lactamase 


3e-35 


130.6 


1 


7-172 
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superfemily 










1070 


annexin 


Annexin 


2e-128 


440.1 


4 


57-124: 12o-iyo:zu- 
280:288-355 


1071 


SNF 


Sodiumineurotransmitter 
symporter family 


0 


1202.5 


1 


44-574 


1072 


ig 


Immunoglobulin domain 


0.0008 


26.1 




38-122 


1073 


Glypican 


Glypican 


2.1e- 
291 


981.5 


i - 


3-566 


1074 


PAP assoc 


PAP/25 A associated domain 


4.2e-12 


53.7 


i 


490-549 


1074 


rnn 


RNA recognition motif. 


7.2e-08 


39.6 




58-123 


1075 


Glyco transf 2 
9 


Glycosyltransferase family 
29 


3.6e-69 


243.2 


i 


213-507 


1078 


A2M 


Alpha-2-macroglobulin 
family 


3.4e- 
195 


661.8 


i 


721-1469 


1078 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


1.6e-88 


307.5 


i 


1-623 


1079 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6 


i 


14-636 


1080 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


1.5e-38 


141.5 




1-563 


1081 


A2M 


Alpha-2-macroglobulin 
family 


1.3e- 
200 


679.9 




721-1469 


1081 


A2M_N 


Alpha-2-macroglobulin - 
family N-terminal regi 


L6e-88 


307.5 




1-623 


1082 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6 




1-623 ' 


1083 


COesterase 


Carboxylesterase 


2.1e- 
155 


529.7 




6-547 


1084 


EGF 


EGF-like domain 


9.5e-90 


311.6 


18 


192-219:404- 

431:631-666:878- 

914:920-956:962- 

997:1003-1037:1043- 

1078:1084- 

1119:1125- 

1160:1166- 

1201:1207- 

1243:1249- 

1285:1291- 

1328:1429- 

1466:1472- 

1507:1626- 

1661:1667-1706 


1084 


TB 


TB domain 


1.8e-78 


274.1 


4 


567-610:688- 

729:1358-1401:1535- 

1577 


1086 


fo3 


Fibronectin type III domain 




IOC o 


C 
J 


587:602-685:700- 
786:802-888 


1086 


»g 


Immunoglobulin domain 


3e-24 


94.0 


4 


168-232:285- 

347:1133-1191:1349- 

1409 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


4.6e-33 


123.3 


4 


161-183:189- 
211:217-239:245-267 


1087 


KRAB 


KRAB box 


i.9e-24 


94.6 


1 


14-54 


1088 


KRAB 


KRAB box 


1.9e-24 


94.6 


1 


14-54 


1088 


zf-C2H2 


Zinc ringer, C2H2 type 


le-07 


39.1 


1 


161-183 
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1089 


Keratin_B2 


Keratin, high sulfur B2 
protein 


2.5e-17 


71.0 


1 


2-153 


1090 


Keratin_B2 


Keratin, high sulfur B2 
protein 


0.0059 


-33.4 


1 


2-76 


1091 


Keratin_B2 


Keratin, high sulfur B2 
protein 


l.9e-06 


21.1 


2 


2-108:111-205 


1092 


abhydrolase 


alpha/beta hydrolase fold 


1.6e-12 


55.0 


1 


111-390 


1093 


abhydrolase 


alpha/beta hydrolase fold 


1.6e-12 


55.0 


1 


171-450 


1094 


7tm 3 


7 transmembrane receptor 


5.5e-08 


10.8 


1 


22-271 


1096 


lectin c 


Lectin C-type domain 


2.3e-25 


97.7 


1 


100-208 


1097 


lectin c 


Lectin C-type domain 


6.5e-27 


102.8 


1 


100-208 


1098 


7tmJ 


7 transmembrane receptor 
(rhodopsin family) 


1.7e-41 


151.3 


1 


41-290 


1099 


SEA 


SEA domain 


0.00037 


27.2 


I 


330-447 


1100 


ig 


Immunoglobulin domain 


5e-ll 


50.1 


3 


146-203:245- 
295:331-405 


1101 


Anjperoxidase 


Animal haem peroxidase 


2.7e- 
194 


658.9 


1 


726-1265 


1101 


ig 


Immunoglobulin domain 


4.4e-36 


133.3 


4 


248-307:344- 
400:433-490:525-582 


1101 


LRR 


Leucine Rich Repeat 


3.1e-25 


97.3 


5 


51-74:75-98:99- 
122:123-146:147-170 


1101 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


180-232 


1101 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1395-1450 


1101 


TILa 


TILa domain 


0.023 


12.0 


1 


1394-1447 


1102 


An_peroxidase 


Animal haem peroxidase 


2.7e- 
194 


658.9 


1 


702-1241 


1102 


ig 


Immunoglobulin domain 


4.4e-36 


133.3 


4 


1224-283:320- ! 
376:409-466:501-558 


1102 


LRR 


Leucine Rich Repeat 


3.2e-21 


83.9 


4 


51-74:75-98:99- 
122:123-146 


1102 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


156-208 


1102 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1371-1426 


1102 


TILa 


TILa domain 


0.023 


12.0 


1 


1370-1423 


1113 


pkinase 


Protein kinase domain 


3e-45 


163.8 


1 


194-468 


1117 


ig 


Immunoglobulin domain 


5.8e-17 


69.8 


4 


30-87:127-186:281- 
337:375-434 


1118 


ig 


Immunoglobulin domain 


0.00012 


28.9 


2 


42-98:136-195 


1119 


IBN_NT 


Importin-beta N-terminal 
domain 


3.4e-23 


90.5 


1 


28-100 


1120 


ank 


Ankyrin repeat 


7.7e-21 


82.7 


o 
I 




1120 


SH3 


SH3 domain 


6.1e-15 


63.1 


1 


1022-1079 


1122 


TPR 


TPR Domain 


6.4e-09 


43.1 


3 


124-157:158- 
191:192-225 


1124 


ank 


Ankyrin repeat 


2.9e-46 


167.1 


6 


31-63:64-96:97- 

129:130-162:163- 

195:196-228 


1125 


ank 


Ankyrin repeat 


3.4e-38 


140.3 


5 


31-63:64-96:97- 
129:130-162:163-195 


1129 


F5_F8jype_C 


F5/8 type C domain 


1.4e-54 


194.8 


1 


34-174 


1129 


laminin G 


Laminin G domain 


1.4e-07 


38.6 


1 


212-344 
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1130 


F5 F8_type_C 


F5/8 type C domain 


1.4e-54 


194.8 


1 


34-174 


1130 


lamininjj 


Laminin G domain 


3.1e-44 


160.4 


4 


A» -I « 1AA IftO 

212-344:398- 
525 : 82 1 -943 : 1 U4o- 

I 1 TO 

II /y 


1130 


EGF 


EGF-like domain 


9.1e-07 


35.9 


2 


55l-5o3:9o2-yvo 


1131 


Glycos_transf_ 
2 


Glycosyl transferase 


6.5e-31 


116.1 


1 


155-341 


1131 


Ricin B lectin 


QXW lectin repeat 


0.00059 


26.6 


2 


467-507:558-596 


1133 


pltinase 


Protein kinase domain 


1.7e-48 


174.5 


1 


ii i ah 

11-347 


1135 


C2 


C2 domain 


l.le-42 


155.2 


2 


7-88:135-216 


1135 


RasGAP 


GTPase-activator protein for 
Ras-like GTPase 


5.2e-34 


126.4 


1 


323-513 


1135 


PH 


PH domain 


5.8e-08 


39.9 


1 


567-673 


1135 


BTK 


BTK motif 


9.2e-05 


28.9 


1 


675-711 


1137 


MAM 


MAM domain 


l.le-22 


88.9 


1 


452-593 


1137 


EGF 


EGF-like domain 


3.5e-15 


63.9 


5 


60-86:123-157:163- 
197:203-242:24o-2oJ 


• 1143 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


0.00045 


-23.4 


1 


1-173 


1144 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.2e-40 


147.6 


1 


40-287 


1147 


IL1 


Interleukin-1 / 18 


4.3e-21 


83.5 


1 


12-152 


1148 


filament 


Intermediate filament 
protein 


5e-101 


349.0 


1 


1-299 


1150 


MBOAT 


MBOAT family 


1.4e-06 


-27.4 


1 


1 n A ill 

130-323 


1151 


filament 


Intermediate filament 
protein 


2.1e- 
116 


400.1 


1 


131-412 


1152 


Peptidase_M10 


Matrixin 


4.4e-84 


292.8 


1 


36-202 


1152 


hemopexin 


Hemopexin 


6e-37 


136.2 


4 


231-273:275- 
317:322-369:371-411 


1153 


Peptidase M10 


Matrixin 


4.4e-84 


292.8 


1 


36-202 


1153 


hemopexin 


Hemopexin 


6e-37 


136.2 


4 


231-273:275- 
317:322-369:371-411 


1155 


LBP_BPI_CE 
TP C 


LBP/BPI/CETP family, 
C-terminal do 


3.1e-30 


113.9 


1 


242-478 


1155 


LBP_BPI_CE 
TP 


LBP/BPI/CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1156 


HMGJjox 


HMG (high mobility group) 
box 


3.1e-31 


117.2 


1 


85-153 


1159 


DNAJigase 


ATP dependent DNA ligase 
domain 


3.7e-57 


203.3 


1 


480-645 | 


1159 


zf-PARP 


Poly(ADP-ribose) 
polymerase and DNA- 
Ligase 


8.5e-52 


185.5 


1 


93-185 


1160 


serpin 


Serpin (serine protease 
inhibitor) 


7.7e- 
150 




i 
l 




1167 


ig 


Immunoglobulin domain 


3.4e-16 


67.2 


3 


42-96:135-197:237- 
297 


1169 


lectin c 


Lectin C-type domain 


2e-18 


74.6 


1 


131-231 


1171 


WD40 


WD domain, G-beta repeat 


4.4e-80 


279.5 


8 


224-260:280- 
316:321-357:363- 
398:404-440:446- 
491:497-533:539-574 


1172 


MBOAT 


MBOAT family 


1.6e-08 


6.7 


1 


488-777 


1172 


ig 


Immunoglobulin domain 


2.9e-08 


40.9 


2 


42-99:139-198 
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1173 


MBOAT 


MBOAT family 


1.6e-08 


6.7 


1 


488-777 


1173 


ig 


Immunoglobulin domain 


2.9e-08 


40.9 


2 


42-99:139-198 


1174 


MBOAT 


MBOAT family 


5.1e-65 


229.4 




130-373 


1175 


PTE 


Phosphodiesterase family 1 


1.4e-90 


314.4 


i 


6-233 


1183 


PS_Dcarbxylas 
e 


Phosphatidylserine 
decarboxylase 


6.5e-45 


162.6 


1 


232-467 


1184 


TSC22 


TSC-22/dip/bun family 


1.3e-40 


148.4 


i 


124-183 


1188 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP TV) N-termi J 


5.1e-08 


-71.7 




132-680 


1188 


Peptidase S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




684-764 


1189 


DPPrV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


5.1e-08 


-71.7 




132-680 


1189 


Peptidase S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




684-764 


1190 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


3.8e-07 


-94.7 




132-667 


1190 


Peptidase_S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




671-751 


1191 


Ribosomal S2 
5 


S25 ribosomal protein 


6.5e-66 


232.4 




1-100 


1193 


ank 


Ankyrin repeat 


1.2e- 
239 


809.5 


27 


49-81:82-114:115- 

147:148-180:181- 

213:214-246:247- 

279:280-313:314- 

346:347-379:380- 

412:431-463:464- 

496:497-557:558- 

591:593-625:626- 

658:660-692:696- 

728:729-761:762- 

797:798-827:830- 

864:865-897:898- 

931:932-964:968- 

1000 


1194 


trypsin 


Trypsin 


2.5e-18 


74.3 


~\ 


166-342 


1196 


vwc 


von Willebrand factor type 
C domain 


0.043 


12.4 




50-105:108-163 


1197 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.2e-28 


108.6 


1 


46-295 


1198 


MethyltransfD 
12 


D12 class N6 adenine- 
specific DNA met 


0.0057 


-49.7 


1 


30-153 


1199 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


1.3e-22 


88.6 


1 


32-176 


1200 


tRNA-synt_2 


tRNA synthetases class II 
(D,KandN) 


7.4e-91 


315.3 


1 


135-473 


1200 


tRNA_anti 


OB-fold nucleic acid 
binding domain 


7.3e-ll 


49.5 




44-118 


1202 


FAD binding^ 
2 


FAD binding domain 


8.6e-09 


-83.1 




5-162 


1203 


RasGEF 


RasGEF domain 


1.9e-16 


68.1 




211-412 


1204 


KH-domain 


KH domain 


1.9e-50 


181.0 




17-63:101-150:265- 
313 


1206 


transket_pyr 


Transketolase, pyridine 
binding domai 


4e-74 


259.7 




14-191 


1206 


transketolase 
C 


Transketolase, C-terminal 
domain 


5e-55 


196.2 




208-331 


1207 


Calsequestrin 


Calsequestrin 


1.7e- 


1001.7 1 


1-390 
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297 








1210 


ig 


Immunoglobulin domain 


l.le-13 


58.9 


2 


35-112:154-228 


1213 


cadherin 


Cadherin domain 


9e-81 


281.8 


6 


33-126:140-235:249- 

343:357-448:462- 

558:576-667 


1214 


calreticulin 


Calreticulin family 


2.7e- 
206 


698.7 


1 


21-317 ; 



1221 


Osteopontin 


Osteopontin 


4.6e- 
173 


588.4 


1 


1-279 


1222 


serpin 


Serpin (serine protease 
inhibitor) 


2.4e- 
155 


529.5 


1 


oU-44.3 


1223 


ig 


Immunoglobulin domain 


4.8e-15 


63.4 


2 


31-101:252-303 


1225 


DNA topoisol 
V 


DNA gyrase/topoisomerase 
IV, subunit A 


3.7e- 
180 


611.9 


1 


653-1120 


1225 


DNA _gyraseB 


DNA gyrase B 


1.3e-56 


201.6 


1 


210-370 


1225 


HATPase_c 


Histidine kinase-, DNA 
gyrase B-, and H 


1.8e-13 


58.2 


1 


16-164 


1226 


AMP-binding 


AMP-binding enzyme 


3.6e-80 


279.7 


1 


105-539 


1227 


pa 


PCI domain 


0.016 


18.5 


1 


26-117 


1228 


Clq 


Clq domain 


5.9e-45 


162.8 


1 


73-202 


1230 


ank 


Ankyrin repeat 


3.6e- 
215 


728.2 


28 


7-39:40-72:86- 

147:148-180:181- 

213:214-246:247- 

279:280-312:313- 

346:347-379:380- 

412:413-445:464- 

496:497-529:530- 

590:591-621:626- 

658:659-691:693- 

725:729-761:762- 

794:795-827:832- 

862:864-897:899- 

931:932-965:966- 

998:1002-1034 


1231 


LBP BPI CE 
TP C 


LBP/ BPI /CETP family, 
C-terminal do 


9.4e-24 


92.3 


1 


242-470 


1231 


LBP_BPI_CE 
TP 


LBP /BPI /CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1232 


LBP BPI CE 
TP C 


LBP /BPI /CETP family, 
C-terminal do 


3.1e-22 


87.3 


1 


242-470 


1232 


LBP_BPI_CE 
TP 


LBP /BPI /CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1233 


LBP„BPI_CE 
TP C 


LBP /BPI /CETP family, 
C-terminal do 


9.4e-32 


118.9 


1 


242-478 


1233 


LBP_BPI_CE 
TP 


LBP / BPI / CETP family, 
N-terminal do 


1 la 

i.ie-zz 


o/.Z 


i 
i 


96-940 


1237 


ig 


Immunoglobulin domain 


2.8e-30 


114.0 


3 


28-86:127-184:219- 
277 


1237 


fh3 


Fibronectin type III domain 


2.6e-28 


107.5 


2 


299-385:396-481 


1238 


Nuf2 


Nuf2 family 


8.7e- 
104 


358.2 


1 


1-148 


1240 


Sema 


Sema domain 


2.2e- 
177 


602.7 


1 


59-496 


1243 


rrm. 


RNA recognition motif. 


0.05 


15.7 


1 


17-93 


1247 


EGF 


EGF-like domain 


4.8e-56 


199.6 


17 


105-135:148- 
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178:191-221:234- 
264:277-307:320- 
350:364-396:409- 
439:452-482:495- 
525:538-568:581- 
611:624-656:669- 
699:712-742:755- 
785:798-828 


1249 


IBR 


IBR domain 


0.069 


5.8 


2 


36-104:111-167 


1251 


Aajrans 


Transmembrane amino acid 
transporter protein 


3.7e-46 


166.8 


1 


52-394 


1252 


Aajrans 


Transmembrane amino acid 
transporter protein 


1.3e-65 


231.4 


i 


45-419 


1254 


FGF 


Fibroblast growth factor 


1.7e-37 


138.0 


i 


36-166 


1255 


LRR 


Leucine Rich Repeat 


0.0019 


24.9 ! 




49-70:71-92:94- 
115:116-137 


1256 


RPE65 


Retinal pigment epithelial 
membrane protein 


5.8e-83 


289.0 


i 


35-579 


1257 


RPE65 


Retinal pigment epithelial 
membrane protein 


4.7e-82 


286.0 


i 


24-561 


1258 


ig 


Immunoglobulin domain 


3.1e~15 


64.1 




39-97:128-189 


1261 


serpin 


Serpin (serine protease 
inhibitor) 


1.9e-56 


200.9 


1 


23-423 


1263 


arf 


ADP-ribosylation factor 
family 


7.9e-09 


-6.8 


i 


9-182 


1264 


PAP2 


PAP2 superfamily 


3e-ll 


50.8 


i 


95-241 


1265 


SRCR 


Scavenger receptor 
cysteine-rich domain 


i. Se- 
ns 


440.7 




35-128:136-227:232- 
329:360-459:477-574 


1266 


SRCR 


Scavenger receptor 
cysteine-rich domain 


lie- 
ns 


440.7 


5 


35-128:136-227:232- 
329:360-459:477-574 


1270 


Armadillo_seg 


1 1*11 At * ■ • * «i 

ArmadiUotoeta-catenin-like 
repeat 


1.4e-05 


32.0 




53-93:546-586:633- 
673:675-716 


1273 


pkinase 


Protein kinase domain 


8e-77 


268.6 




103-387 


1275 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


3e-88 


306.6 


~{ 


227-426 


1275 


Pep_Ml2B_pr 
opep 


Reprolysin family 
propeptide 


1.3e-31 


118.4 


■ 


97-215 


1275 


disintegrin 


Disintegrin 


2.5e-23 


90.9 


1 


443-518 


1277 


ank 


Ankyrin repeat 


2.6e-17 


70.9 




301-339:340-373 


1278 


Peptidase_Ml 


Peptidase family Ml 


2.6e- 
112 


386.5 


i 


98-506 


1284 


Aajrans 


Transmembrane amino acid 
transporter protein 


1.4e-31 


118.3 


i 


4-407 


1285 


UPF0083 


Uncharacterised protein 
iamuy ^UrruUoi) 


1.9e-05 


14.5 


i 


73-213 


1288 


LRR 


Leucine Rich Repeat 


1.3e-23 


91.9 




66-89:90-113:114- 
137:138-161:163- 
186:187-210:211-233 


1288 


ig 


Immunoglobulin domain 


2.7e-07 


37.7 




314-372 


1288 


LRRCT 


Leucine rich repeat C- 
terminal domain 


5.6e-05 


30.0 




252-297 


1290 


LRR 


Leucine Rich Repeat 


2.2e-12 


54.6 




61-84:85-108:110- 
132 


1291 


DAGKc 


Diacylglycerol kinase 
catalytic domain 


0.063 


-14.5 




74-220 
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1292 




Immunoglobulin domain 


6.7e-10 


46.3 


2 


48-124:161-219 


1293 




Immunoglobulin domain 


6.7e-10 


46.3 


2 


48-124:161-219 


1295 


Clq 


Clq domain 


1.4e-48 


174.8 


1 


72-198 


1296 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.5e-24 


94.3 


1 | 


49-332 


1297 


Plectin 


Plectin repeat 


1.6e-86 


300.8 


6 


2734-2778:2808- 

2852:2897- 

2939:3003- 

3042:3043- 

3087:3119-3163 


1297 


CH 


Calponin homology (CH) 
domain 


1.6e-72 


254.3 


2 


213-316:329-433 


1297 


spectrin 


Spectrin repeat 


0.029 


8.2 


1 


889-994 


1298 


Plectin 


Plectin repeat 


1.6e-86 


300.8 


6 


2746-2790:2820- 

2864:2909- 

2951:3015- 

3054:3055- 

3099:3131-3175 


1298 


CH 


Calponin homology (CH) 
domain 


3.1e-69 


243.4 


2 


213-328:341-445 


1298 


spectrin 


Spectrin repeat 


0.029 


8.2 


1 


901-1006 


1306 


MAM 


MAM domain 


5.8e-49 


176.1 


1 


422-595 


1306 


ig 


Immunoglobulin domain 


5.4e-18 


73.2 


3 


26-93:132-191:228- 
287 


1308 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, 
C-terminal doma 


1.6e-49 


178.0 


1 


618-769 


1308 


Acyl- 

CoA dh M 


Acyl-CoA dehydrogenase, 
middle domain 


1.4e-06 


15.3 


1 


505-614 


1309 


Acyl-CoAjih 


Acyl-CoA dehydrogenase, 
C-terminal doma 


1.6e-49 


178.0 


1 


600-751 


1309 


Acyl- 

CoA dh M 


Acyl-CoA dehydrogenase, 
middle domain 


1.4e-06 


15.3 


1 


487-596 


1311 


IQ 


IQ calmodulin-binding 
motif 


0.00039 


27.2 


2 


715-735:738-758 


1312 


SAM 


SAM domain (Sterile alpha 
motif) 


3.9e-13 


57.1 


2 


304-369:382-446 


1314 


HECT 


HECT-domain (ubiquitin- 
transferase) 


5.3e- 
196 


664.5 


1 


2002-2309 


1315 


PAP2 


PAP2 superfamily 


7.8e-28 


105.9 


1 


56-218 


1316 


PAP2 


PAP2 superfamily 


1.6e-32 


121.5 


1 


88-236 


1317 


ig 


Immunoglobulin domain 


2.7e-07 


37.6 


1 


41-116 


1321 


LRR 


Leucine Rich Repeat 


1.9e-66 


234.2 


20 


145-168:169- 

194:195-217:240- 

265:266-285:287- 

310:311-336:337- 

356:358-381:382- 

407:408-427:429- 

452:453-478:479- 

498:500-523:524- 

549:550-569:571- 

594:595-620:621-644 


1321 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.0027 


24.4 


1 


115-143 


1322 


ig 


Immunoglobulin domain 


3.6e-14 


60.5 


3 


34-120:157-215:267- 
321 
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1323 


ig 


Immunoglobulin domain 


7.8e-06 


32.8 


3 


34-120: 157-215:26 /- 
513 


1324 




Thrombospondin type 1 
domain 


0.00039 


27.2 


1 


in Q1 

3/-OL 


1328 


SRCR 


Scavenger receptor 
cysteine-rich domain 


1.5e- 

1 "71 
1 /I 




< 
j 


14-1 1 1. IBo-ZOJ.Jvv- 

yj i .*fUj-jUj.Ojo- /jv 


1331 


efhand 


EF hand 


1.5e-06 


35.2 


3 


12-40:48-76:85-113 


1333 


wnt 


wnt family 


6.8e- 
205 


694.1 


i 
l 


hu-jOj 


1336 


zf-MIZ 


MLZ zinc finger 


3.2e-32 


120.5 


1 x 


323-375 


1336 


SAP 


SAP domain 


2.4e-05 


31.2 


1 


1 1-4 J 


1337 


FA desaturase 


Fatty acid desaturase 


2.1e-76 


267.3 


1 


/l-zvo 


1338 


Retrotrans _gag 


Retrotransposon gag protein 


0.097 


8.7 


1 


20U-JU0 


1340 


actin 


Actin 


1.9e-61 


217.5 


1 


1-367 


1341 


ion trans 


Ion transport protein 


0.01 


22.5 


1 


117-302 


1343 


fii3 


Fibronectin type III domain 


7.3e-33 


122.6 


2 


394-480:492-578 


1343 


ig 


Immunoglobulin domain 


l.le-23 


92.1 


3 


124-182:224- 
281:316-372 1 


1344 


ig 


Immunoglobulin domain 


5e-56 


199.5 


6 


53-110:150-216:255- 

310:350-417:456- 

516:553-617 


1344 


MAM 


MAM domain 


1.3e-52 


188.2 


1 


753-918 


1345 


ig 


Immunoglobulin domain 


5.9e-05 


29.9 


1 


186-255 


1345 


kazal 


Kazal-type serine protease 
inhibitor domain 


0.00028 


27.6 


1 


121-168 


1348 


ig 


Immunoglobulin domain 


3.4e-51 


183.5 


6 


61-120:155-214:258- 
315:348-404:440- 

a t\i-i c *y f\ cc\tz. 

497:530-596 


1348 


fii3 


Fibronectin type III domain 


4.4e-40 


146.6 


4 


615-704:717- 

OA*7 O 1 fl AAT.ftl ft 

807:819-907:919- 
1002 


1350 


serpin 


Serpin (serine protease 
inhibitor) 


3.2e- 
205 


695.2 


1 


46-402 


1353 


CARD 


Caspase recruitment domain 


1.3e-32 


121.8 


1 


fti 
2-91 


1355 


ank 


Ankyrin repeat 


l.le-45 


165.2 


6 


*5 1 HA ft^.ftT 

31-63:64-96:97- 
129:130-162:163- 

1 0<«1 o< ooc 

lyj:iyo-zzo 


1356 


pkinase 


Protein kinase domain 


9.6e-64 


225.2 


I 


221-479 


1359 


tRNA-syntJ 


tRNA synthetases class I (I, 
L,MandV) 


l.le-05 


-214.4 


1 


31-383 


1360 


MHCJIbeta 


Class II histocompatibility 
antigen, beta 


1.7e-41 


151.3 


1 


41-117 


1363 


ig 


Immunoglobulin domain 


l.le-08 


42.3 


3 


114-200:236- 
294:344-398 


1364 


Tissue fac 


Tissue factor 


0.069 


-126.3 


1 


1-271 


1364 


fo3 


Fibronectin type III domain 


0.095 


14.9 


1 


35-125 


1365 


IL1 


Interleukin-1 / 18 


7.6e-30 


112.6 


1 


11-155 


1366 


A2M 


Alpha-2-macroglobulin 
family 


le-210 


713.4 


1 


722-1449 


1366 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6 


1 


1-623 


1368 


UPAR LY6 


u-PAR/Ly-6 domain 


6.8e-37 


136.0 


1 


27-106 
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ID 
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ripQrrintinn 

X»tOvl 1|IUUU 


E_value 


Score 


Repeats 


Position 


685 


Ouanvlin 


Guanylin precursor 


0.72 


1.2 




1-27 J 


685 


hormone 


Somatotropin hormone family 


6.7e-18 


49.4 




9-57 


UOJ 


DUF756 


Domain of unknown function 
(DUF756) 


0.4 


5.1 




99-125 


686 


Ouanvlin 


Guanylin precursor 


0.72 


1.2 




1-27 


686 


hormone 


Somatotropin hormone family 


3.6e-56 


157.9 




9-151 


686 


PI3 PI4 kinase 


Phosphatidylinositol 3- and 4-kinase 


0.97 


3.4 




172-206 


688 


hormone 


Somatotropin hormone family 


1.5e-68 


192.9 




9-151 


689 


serpin 


Serpin (serine protease inhibitor) 


3.2e-21 i 


71.8 




49-156 


689 


serpin 


Serpin (serine protease inhibitor) 


5.2e-57 


193.9 




160-397 


690 


PH 


PH domain 


0.042 


8.1 




1-20 


690 


efhand 


EFhand 


9.2e-05 


21.0 




34-62 \ 


690 


efhand 


EF hand 


0.0023 


15.8 




70-98 


690 


PI-PLC-X 


Phosphatidylinositol-specific phospho 


5.9e-17 


60.5 




187-222 


691 


Lipase 3 


Lipase (class 3) 


6.9e-18 


63.4 




366-505 




Fip<!ii1fofeTTodox 


Desulfoferrodoxin 


0.9 


2.2 




528-533 




PH 


PH domain 


4.7e-05 


17.9 




20-127 


692 


DUF482 


Protein of unknown function, DUF482 


0.8 


2.7 




50-67 




Phase TAC 


Phage tail assembly chaperone 


0.21 


5.3 




225-245 


692 


Glvco hvdro 31 


Glycosyl hydrolases family 31 


0.8 


0.9 




344-379 


692 


NHL 


NHL repeat 


0.25 


8.5 




494-509 


697 


EspB 


Enterobacterial EspB protein 


0.27 


2.1 




560-578 


694 


GDA1 CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa ' 


1.6e-55 


187.0 




93-332 


694 


Ppx-GppA 


Ppx/GppA phosphatase family 


0.4 


3.5 




249-261 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


5.1e-05 


15.7 




430-480 


695 


7tm 1 


7 transmembrane receptor (rhodopsin f 


8.1e-28 


82.0 




22-294 


695 


GSPII N 


Bacterial type II secretion system pr 


0.41 


3.4 




110-118 


695 


GASA 


Gibberellin regulated protein 


0.72 


0.6 




176-197 


696 


DUF716 


Family of unknown function (DUF716) 


0.93 


3.4 




45-73 


696 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.4 


4.3 




46-67 


696 


FLO LFY 


Floricaula / Leafy protein 


0.22 


2.7 




146-159 


696 


lectin c 


Lectin C-type domain 


1.9e-07 


31.5 




181-286 


696 


Rubella E2 


Rubella membrane glycoprotein E2 


0.95 


1.4 




284-312 


698 


CDtoxinC 


Cytolethal distending toxin C 


0.43 


3.9 




9-33 


69R 


GDA1 CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


1.6e-62 


210.7 




40-275 


698 


GDA1 CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


0.016 


7.2 


2 


376-393 


700 


zf-MYND 

Zrli. 1VX X A ^ I—' 


MYND finger 


0.39 


5.1 


1 


173-192 


700 


Ribosomal L44 


Ribosomal protein L44 


0.33 


5.8 


I 


183-208 


700 


zz 


Zinc finger, ZZ type 


0.0003 


17.8 


1 


184-211 


700 


PilP 


Pilus assembly protein, PilQ 


0.028 


8.4 




228-244 


700 


myb_DNA- 
binding 


Myb-like DNA-binding domain 


2.6e-09 


37.1 




231-278 


700 


RRS1 


Ribosome biogenesis regulatory protei 


0.85 


3.5 




379-390 


701 


sigma70 ner 


Sigma-70, non-essential region 


0.45 


3.2 




616-628 


702 


zf-ANl 


ANl-like Zinc finger 


0.032 


10.1 




13-52 


702 


zf-ANl 


ANl-like Zinc ringer 


9.2e-06 


22.6 




103-135 


703 


CRAL TRIO N 


CRAL/TRIO, N-terminus 


3.8e-13 


44.7 




3-71 


703 


DnaJ C 


DnaJ C terminal region 


0.054 


8.2 




8-20 


703 


CRAL TRIO 


CRAL/TRIO domain 


1.4e-44 


151.9 




85-244 


704 


Adrenomedullin 


Adrenomedullin 


0.82 


2.4 




142-167 



WO 2004/080148 



PCT/US2003/030720 



491 
TABLE 48 



SEQ 
ID 


Model 


Description 


E_valne 


Score 
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Position 


704 


Rhomboid 


Rhomboid family 


1.6e-14 


55.3 


1 


201-304 


705 


TRAP alpha 


Translocon-associated protein (TRAP), 


0.41 


3.2 


1 


413-434 


705 


GKAP 


Guanylate-kinase-associated protein ( 


2.7e- 
292 


981.2 


1 


621-979 


705 


PLRV ORF5 


Potato leaf roll virus readthrough pr 


0.13 


4.1 


1 


752-766 


705 


DUF887 


Eukaryotic protein of unknown functio 


1 


2.6 


1 


797-815 


705 ! 


CYTH 


CYTH domain 


0.26 


6.4 


-| 


816-858 


705 


SeqA 


SeqA protein 


0.38 


3.6 




824-837 


706 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


4.5e-36 


123.6 


1 


33-191 


706 


ABG transport 


AbgT putative transporter family 


0.27 


2.7 


1 


196-205 


706 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-teiminal d 


8.3e-l4 


49.9 


1 


253-456 


706 


HS2ST 


Heparan sulfate 2- O-sulf otransferase 


0.21 


4.8 


1 


309-338 


707 


Phage integr N 


Phage integrase, N-terminal SAM-like 


0.36 


5.2 


1 


103-121 


707 


Glyco transf 8 


Glycosyl transferase family 8 


0.00044 


15.9 


1 


268-340 


708 


LIM 


LIM domain 


9.7e-16 


57.8 


1 


13-69 ! 


708 


zf-HIT 


HIT zinc finger 


0.57 


6.9 


1 


55-65 


709 


DUF572 


Family of unknown function (DUF572) 


1.9e- 
204 


689.4 


1 


1-376 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.6e-14 


56.8 


1 


67-126 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.6e-08 


32.9 




127-174 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.1e-07 


29.0 


3 


183-232 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.25 


7.3 


4 


237-254 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.4e-ll 


43.9 


6 


293-346 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.4e-07 


28.2 


7 


359-389 


710 


Collagen , 


Collagen triple helix repeat (20 copi 


0.42 


6.4 


8 


400-418 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.00074 


16.8 


9 


423-448 


710 


Collagen 


Collagen triple helix repeat (20 copi 


8.6e-08 


31.5 


10 


451-483 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.1*11 


46.2 


11 


493-550 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.8e-06 


24.4 


12 


556-593 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0014 


15.7 


13 


595-622 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.8e-06 


26.6 


14 


624-659 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.1e-12 


47.8 


15 


684-743 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2.4e-05 


22.3 


16 


744-774 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2e-ll 


45.2 


17 


781-829 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.00026 


18.5 


18 


830-859 


710 


Collagen 


Collagen triple helix repeat (20 copi 


8.1e-15 


57.9 


19 


860-919 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2e-12 


48.9 


20 


920-979 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.5e-06 


25.5 


21 


1000- 
1031 


710 




Collagen trinle helix reDeat ( 20 coni 


1.9e-ll 


45.2 


22 


1033- 
1090 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.6e-ll 


43,2 


23 


1099- 
1154 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.9e-13 


51.6 


24 


1155- 
1214 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0069 


13.1 


25 


1217- 
1234 


710 


HerpesJJP 


Herpesvirus leader protein 


0.94 


2.5 


1 


1228- 
1243 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0001 


20.0 


26 


1238- 
1269 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4e-09 


36.5 


27 


1278- 
1337 
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n> 
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Repeats 


Position 


710 


Collagen 


Collagen triple helix repeat (20 copi 


l.9e-l3 


52.8 


28 


i n A 1 

1341- 
1394 


710 


Collagen 


Collagen triple helix repeat (20 copi 


7.le-06 


24.3 


29 


1401- 

■% AlA 

1434 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0012 


16.0 


30 


t A1C 

1435- 
14o3 


710 


C4 


C-terminal tandem repeated domain in 


2e-69 


240.8 


1 


1 A OO 
1 <Q< 


710 


C4 


C-terminal tandem repeated domain in 


l.3e-77 


268.0 


2 


ijy /- 
l/ii 


711 


MGAT2 


N-acetylgJucosarninyltransferase II (M 


u.io 


U.0 


I 




711 


ldl recept a 


Low-density lipoprotein receptor doma 


7.7e-15 


K1 1 

51.1 


1 


ATI 10R 


711 


Idl recept a 


Low-density lipoprotein receptor doma 


4e-iu 




L 




711 


DUF351 


Domain of Unknown Function 
(DUF351) 


a oc 
0.25 


A Q 

4.0 


1 


1.50- l*r+ 


711 


EGF 


EGF-like domain 


A /\AA1 1 

U.UUU1 1 


1 Q A 


1 
1 


1 <7_1 OA 


711 


EGF 


EGF-like domain 


A AAA/1 

U.UUU4 


1 /.o 


z 




711 


ldl recept b 


Low-density lipoprotein receptor repe 


n Q a 1A 

/.je-iu 


'XA O 


1 
i 




711 


ldlreceptb 


Low-density lipoprotein receptor repe 


2.7e-07 


26.4 


2 


375-417 


711 


ldl recept b 


Low-density lipoprotein receptor repe 


n c~ no 

7.6e-08 


Zo.Z 


5 


41^-401 


711 


EGF 


EGF-like domain 


0.045 


10.2 


3 


512-553 


711 


ldl recept_b 


Low-density lipoprotein receptor repe 


8.3e-10 


34.7 


4 


OU5-040 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


8.4e-ll 


38.1 


5 


648-692 


711 


ldl recept_b 


Low-density lipoprotein receptor repe 


1.8e-09 


33.6 


6 


CC\A HA*} 

094- /4Z 


711 


ldl recept b 


Low-density lipoprotein receptor repe 


0.00039 


15.9 


7 


744-78T1 


711 


EGF 


EGF-like domain 


0.00036 


17.8 


4 


o35-o /O 


711 


ldl recept_a 


Low-density lipoprotein receptor doma 


6.6e-17 


57.9 


3 


882-920 


711 


squash 


Squash family serine protease inhibit 


0.6 


2.5 


1 


892-908 


711 


ldl recept_a 


Low-density lipoprotein receptor doma 


5,8e-15 


51.5 


4 


921-961 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.6e-15 


53.3 


5 


962- 
1001 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


2.1e-18 


62.8 


6 


1002- 
1041 


711 


DX 


DX module 


0.78 


3.2 


1 


1016- 
1047 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


8.9e-16 


54.2 


7 


1043- 
1081 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


2.3e-14 


49.5 


8 


1088- 
1127 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


6.8e-U 


38.1 


9 


1130- 
1170 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.6e-06 


23.6 


10 


1173- 
1206 


711 


EGF 


EGF-like domain 


2.1e-07 


29.5 


7 


1213- 
1249 


711 


CBMJ4 


Chitin binding Peritrophin-A domain 


0.1 


6.7 


1 


1235- 
1255 


711 


EGF 


EGF-like domain 


0.099 


9.0 


8 


1255- 
1289 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


4.6e-09 


32.3 


9 


1337- 
1382 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


6.3e-15 


51.8 


10 


1384- 
1425 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


3.3e-ll 


39.4 


11 


1427- 
1472 
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ID 


IVfnHpl 

1V1UUCI 


Tlpcprinrinn 

1/vaVI t|f UUIX 


Ejvalue 


Score 


Repeats 


Position 


71 1 
ill 


Ml rprpnt b 


Low-density lipoprotein receptor repe ' 


0.094 


8.0 


12 


1474- 
1515 


71 1 


1/41 rpppiit n 

1U1 I vAfCpt_ < U 


T nw-Hpn<?itv linoDrotein receotor repe 


0.0042 


12.5 


13 


1517- 
1558 


71 1 
/ 1 1 


FGF 


FGF-like domain 


0.00016 


19.0 


9 


1568- 
1606 


71 1 


HI rprpnf K 
IUl iCvCJJL 1/ 


I .nw-Hensitv linonrotein receDtor reoe 


1.6e-12 


43.8 


14 


1655- 
1696 


71 1 


Ml rprpnt K 
1U1_I CA/Cyl V 


T nw-Hen<?itv linonrotein receDtor rene 


0.003 


13.0 


15 


1698- 
1740 


71 1 


Ml rpppnt b 


Txiw-densitv linonrotein receotor repe 


1.7e-07 


27.1 


16 


1742- 
1780 


71 1 


1/41 i-Qpfant Vi 


T aw- H pn tv linonrotein recent or rene 


0.003 


13.0 


17 


1782- 
1822 


71 1 

/ 1 1 


FGF 


FGF-like domain 

l_v VJ 1 11 CVV UVlllulll 


2.2e-06 


25.8 


10 


1875- 
1911 


71 1 
/ 1 1 


TTpratin 

IVCl dLIil 


Keratin 


0.43 


1.6 


1 


1881- 
1894 


71 1 


DUF244 


Uncharacterized protein family (0RP7) 


0.77 


1.6 


1 


1934- 
1952 


71 1 


Ml rpiTfnt b 


T .ow-densitv linonrotein receotor reoe 


7.6e-08 


28.2 


18 


1959- 
2000 


711 


Ml recent b 


Low-density lipoprotein receptor repe 


2.7e-13 


46.3 


19 


2002- 
2043 


711 
tii 


Ml recent b 


Low-density lipoprotein receptor repe 


3.1e-ll 


39.5 


20 


2045- 
2087 


711 


Ml recent b 


Low-density lipoprotein receptor repe 


0.00065 


15.2 


21 


2089- 
2118 


711 


EGF 


EGF-like domain 


8.7e-06 


23.6 


11 


2184- 
2219 


711 


Ml recent b 

lUt IVVVl/lr V 


Low-density lipoprotein receptor repe 


0.49 


5.6 


22 


2318- 
2365 


711 


malic N 

1110.11 Vs li 


Malic enzyme, NAD binding domain 


0.26 


2.4 


1 


2340- 
2362 


71 1 
iii 


Ml recent b 


Low-density lipoprotein receptor repe 


7.6e-14 


48.1 


23 


2367- 
2410 


71 1 


Ml recent b 


Low-den sitv linonrotein receotor reoe 


0.0026 


13.2 


24 


2412- 
2440 


71 1 


1 r11 recent b 


Low-densitv linonrotein receotor reoe 


0.00025 


16.6 


25 


2453- 
2479 


71 1 
/ii 


FGF 


RGF-Hke domain 


0.67 


6.0 


12 


2505- 
2528 


711 
iii 


Ml recent a 

iui i vvv^fr a 


Low-densitv linonrotein receotor doma 


1.5e-14 


50.2 


11 


2545- 
2586 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


6.2e-13 


44.8 


12 


2587- 
2625 


711 


ldi_recept_a 


Low-density lipoprotein receptor doma 


1.4e-14 


50.2 


13 


2626- 
2664 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


9.4e-ll 


37.6 


14 


2682- 
2713 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


7.3e-10 


34.7 


15 


2717- 
2753 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.2e-ll 


38.5 


16 


2755- 
2795 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.8e-17 


59.8 


17 


2796- 
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2838 


71 1 


1/41 rprpnt a 
lUl I Cvcpi a 


T rvM/ rlcsn ci ^a/ lirwvnrrttpin rpppntni* nfim 3 
JLAJw~ucnbiiy iipupiuLciii icvepivi uuuia 


5.8e-14 


48.2 


18 


2840- 
2879 


71 1 
III 


ior_jecepT_a 


LA>w-aensiTy lipoprotein receptor uuiud 


5.1e-ll 


38.5 


19 


2880- 
2923 


71 1 
/ 1 1 


IQl_rcvcpt_a 


T y^vxz—rlpn cif^/ liTsnTYtvYtpiri rpppntfrr Horn 3 
J-AJ W QCILbiiy upupiUlviJj lOvCpil/l uvjiiia 


5.1e-12 


41.8 


20 


2926- 
2964 


71 1 


ROT? 


ErVJJT-llK.C UUlllalil 


0.61 


6.1 


13 


2928- 
2962 


71 1 
ILL 


GlCKKOpi__l>i 


7/1 1 9840 47 

//II Z0 4 t7 _oJU .. H/ J*+ 


0.32 


4.9 


g 


2935- 
2942 


71 1 
/ 1 1 


vJlUCga-aUaCOtOA 


Wnicga-auaCOlOXin 


0.46 


3.7 


2 


2937- 
2957 


71 1 \ 
ILL 


nor 


FfrR-lilrp Homnin 


3.9e-06 


24.9 


14 


2967- 
3003 


71 1 
/ 1 1 


TTT 
11L. 


TVi/ncin TnVnKitrw lilfp pvcfpinp rirll 
liypolll UiUlUllUl U&e uyolOlilO UVii 


6.4e-05 


16.4 


2 


2987- 
3009 


71 1 

III 


LZKjr 


CVJJT-11KC UUHlaUl 


0 00094 


16.3 


15 


3009- 
3034 


71 1 
ILL 


iai_recepi_D 


T /vuu-Hprici+v linonrA+pin TPPPTYf" r»r rpnp 
JL/OW~UCIlMiy npupi UlClll lCUCpiUI I vpC 


8.1e-09 


31.5 


26 


3092- 
3134 


71 1 
ILL 


1/41 rapDnl r\ 

iui_recepi_D 


T ftW-HpTICltv 1 tf>r\t-»T , r\+ p-ir» T"PP PTlf" AT TP'HP 

LjOW-uciibiLy upupiuiciu levepiui iopo 


4.1e-07 


25,8 


27 


3136- 
3177 


71 1 
ILL 


1/41 ro^pnt n 

iQ.i_recepi._u 


T .rkw-rlpncitv lir^nnrntpin rpopntftr rpnp. 


l.le-08 


31.0 


28 


3179- 
3221 


71 1 
ILL 


1/41 raAonf T-\ 

iQj_rec©pi_o 


T rtw-/4pficitv liTVinrntpin rpppntnr rpnp 
ijOW-uciiDiiy upupiuLcui icucpiui icpe 


0.078 


8.3 


29 


3223- 
3251 


71 1 
/ I I 


1/41 T*or*of\4" r\ 

icu_rccepi_D 


T rvvt/_.i4pnci f\/ 1iiv>nrrttpiri rpppntor rpnp 
jLAJW-uciibiiy npupi uicm icecpiui icpc 


0.0013 


14.2 


30 


3262- 
3289 


71 1 
/ 1 1 


VCrP 

nor 


Pf»P_1ilrp Hnmoi'n 


1.6e-06 


26.3 


16 


3314- 
3350 


71 1 
/ 1 1 


TINTED 


1A 84 1 18 


0.42 


6.2 


2 


3337- 
3352 


71 1 

/ 1 i 


1/41 l*P/»Pt\fr Q 

iui_rcccpi_a 


T fkw-rlpncifv lirmnrntpin rpppntnr Hnma 


1.9e-12 


43.2 


21 


3352- 
3391 


71 1 
ill 


1/41 roi^jant o 
l(ll_roCepi_a 


T rtw-Hpncitv linrtT^rAfpin Y&t % PT\i(w Hntnfl 
luw "uciioiiy jxpupiuiciu lewepiiu uiuua 


1.4e-12 


43.7 


22 


3392- 
3430 


71 1 
/ 1 i 


1/41 ro^Ant o 

icu_reccpi.__a 


T nw-rlpncitv liT^onrrvtpifi rpppnfnr Hnnifl 

Lu\J VVUCIloILy UpupilHGlIX ICCCpiUl UUIila. 


3.9e-12 


42.2 


23 


3431- 
3470 


71 1 
/II 


1 dl_recept__a 


T /v\t/ /lonntt/ 1i«rtr>t*/%f^in t^fPrttrtt* HfYtYlQ 

jLOW-aensiiy lipoprotein reocpiur uoma 


J.JC" L / 


58.8 


24 


3471- 
3510 


71 1 
ILL 


C ADA 


Qanncm A _timo /4/M¥iom 

Oapubiii rv-iypc uuniam 


0.039 


6.0 


1 


3479- 
3492 


711 


Sar8 2 


Sar8 2 familv 


0.12 


6.9 


1 


3480- 
3500 


711 


ldljrecept_a 


Low-density lipoprotein receptor doma 


1.4e-19 


66.7 


25 


3511- 
3549 • 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


8.3e-13 


44.4 


26 


3550- 
3588 


711 


EGF 


EGF-like domain 


0.54 


6.3 


17 


3552- 
3586 


711 


idl_recept_a 


Low-density lipoprotein receptor doma 


1.3e-14 


50.4 


27 


3590- 
3626 


711 


dickkopfN 


7/11 2849 2856.. 47 54 


0.057 


7.2 


10 


3596- 
3604 



WO 2004/080148 



PCIYUS2003/030720 



495 



TABLE 4B 



ID 


Model 


uescnpuoo 


f? vain e 


Score 
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71 1 

III 


iQi_recepi_a 


T rvu/_/1i»ncitv linrmtntpin Tftppntnr rfntnA 
.LAJW— UCUollY lipupiUlGlll ivvtpiui uvjxiia 


6e-14 


48.1 


28 


3629- 
3666 


71 1 
ll I 


TT orn o C pap 

nerpes_r t\x 


tfpmpcinnic nnlvmpracp nPfPCCCirv nrot 
ricrpcbVirUo puiyiliciaac ai^ucosui y piui 


0 41 


2.1 


1 


3637- 
3650 


/ll 


iQi_recept_a 


I r^. i/ r1ancit\/ 1 i rvpinrntni n rpppntnr rlnma 

iA>W"Ucni»ivy iipopiuicm lcvcpiui uuuia 


9p-10 


66.2 


29 


3667- 
3706 


71 1 
III 


ldl_recept_a 


L>U W~U.vlJ.Miy lipupiUlClil ICvCpiUl Uvula 


2.7e-l 1 


39.4 


30 


3709- 
3749 


71 1 


1 dl__re c ept_a 


T r»\x/_/1pT»citv liTwrvrntpin rpppntnr flfvmn 
LiUW-uciioiiy Lipupiuicin icwvpiui uuina 


5.7e-07 


25.1 


31 


3758- 
3790 


III 


ldl_recept_a 


L/OW-uensuy upoproicin rcwcpuur uuma 


5 3e-17 


58.2 


32 


3797- 
3835 


71 1 
/l 1 


cur 


lone 166Q 1704 1 46 


0 00016 


19.1 


20 


3842- 
3879 


71 1 
/1 1 


o_iocus_fiiycop 




0.94 


5.0 


1 


3849- 
3870 


*71 1 
/1 1 


TTT 

ILLr 


Trtmeiti Tr»nihi+ra* 1i1fP PVCtPlllP riph 

jLiypsiu limiuiiur line vysicmc iivii 


0.051 


7.3 


3 


3864- 
3885 


71 1 
/l 1 


iarninin_iivjrr 


T aminin PfrP-liVp fT)rimni'nc TIT and \A 


0.23 


6.5 


2 


3865- 
3879 


71 1 
ll 1 


u rip 


1Q/7R IfifiQ 1704 1 46 


0.0054 


13.5 


21 


3885- 
3914 


71 1 
III 


Acnvinjrecp 


Ar»fi\nn hmpc T an H TT T(*ri*r\tf\T HntYiai 

Acuvm types i auu n icLcpiui uvuiai 


0.48 


3.4 


1 


3891- 
3921 


71 1 
/ 1 1 


MIJT 


0/< *Q1 tfQA 1 14 
ZJD DOl 0?t 1 1*+ 


0.06 


10.7 


4 


4005- 
4031 


71 1 


iu.i_recep l_ d 


T r»\x/_Hpnoit\r lirwwimtpin rpppntnr rpnfi 

LAJW-UCIlOlty lipupiULCill lCV/CptUl 16^6 


0.14 


7.5 


31 


4008- 
4016 


71 1 
/ 1 1 


1/11 rA/tont V\ 

iui__rccepi_D 


T rkw-H^ncitv linnnrntpin rpppntnr rpnp. 


0.11 


7.8 


32 


4018- 
4026 


71 1 
/ 1 1 


ioi_recepi_D 


4040 4074 0 47 


1.9e-10 


36.9 


34 


4076- 
4118 


71 1 
/ 1 1 


1 rt 1 i*a^ amt V\ 

lai^rcccpi^D 


4040 4074 9 47 


0.019 


10.3 


35 


4120- 
4163 


71 1 
/ 1 1 


POP 


10/98 1660 1704 1 46 
ly/ZtO JUU7 j / vrt •* i tu 


0.77 


5.8 


22 


4213- 
4236 


71 1 
III 




PTl mnr1n1#» 


0.15 


6.2 


3 


4229- 
4244 


71 1 
III 


POP 

cor 


10/9R ^660 ^704 1 46 


0 00038 


17.7 


23 


4254- 
4285 


71 1 
/ 1 1 


POP 


10/98 ^669 ^704 1 46 

JUU7 J / V*T .. 1 "TV 


8.8e-08 


30.8 


24 


4290- 
4321 


711 


EGF 


19/28 3669 3704 .. 1 46 


7.4e-08 


31.1 


25 


4326- 
4357 


711 


EGF 


27/28 4398 4428 .. 1 46 


0.0014 


15.6 


28 


4431- 
4463 


711 


Coagulin 


Coagulin 


0.52 


3.4 


1 


4447- 
4454 


711 


Herpes _glycop 
D 


Herpesvirus glycoprotein D 


0.39 


4.3 


2 


4483- 
4519 


712 


MGAT2 


N-acetylglucosaminyltransferase II (M 


0.36 


0.6 


1 


61-69 


712 


ldl_recept_a 


Low-density lipoprotein receptor doma 


le-14 


50.7 


1 


67-108 


712 


ldl recept a 


Low-density lipoprotein receptor doma 


4e-10 


35.6 


2 


112-152 


712 


DUF351 


Domain of Unknown Function 
(DUF351) 


0.25 


4.8 


1 


136-144 



WO 2004/080148 



PCT/US2003/030720 



496 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E value 


Score 
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712 


EGF 


EGF-like domain 


0.072 


9.5 


2 


157-181 


714 


cadherin 


Cadherin domain 


0.085 


8.0 


1 


47-65 


714 


cadherin 


Cadherin domain 


0.00072 


15.2 


2 


69-126 


714 


cadherin 


Cadherin domain 


8.4e-17 


60.3 


3 


140-241 


714 


cadherin 


Cadherin domain 


1.4e-29 


104.9 


4 


255-344 


714 


p.flHhf*rin 


Cadherin domain 


7.9e-25 


88.3 


5 


363-466 


714 


cadherin 


Cadherin domain 


2e-26 


93.9 


6 


480-573 


714 


UaUUGl 111 


v^dUllCllll uuuiam 


3 2e-28 


100.1 


7 


588-680 


714 


Rad21_Rec8 


Conserved region of Rad21 / Rec8 like 


0.83 


5.2 


1 


652-662 


714 


PQnnprm 

UuLUlCI 111 


v^auiicilll uuillalll 


J.7G-.£0 


00 R 
77.0 


Q 
o 


604-784 


714 


SCPU 


Spore Coat Protein U domain 


0.47 


5.3 


1 


701-714 


71 A 
1 14 


cadherin 


v^aonenn oomain 


d. /e-zu 


71 ^ 
/ l.j 


0 

7 


708.884 


714 


cadherin 


Cadherin domain 


7.6e-20 


70.9 


10 


898-987 


71 A 
/14 


cadherin 


uaanenn domain 


O Se* 9fi 

y.je-zo 


to.j 


1 1 
li 


inni- 
1091 


71 A 
/14 


cadherin 


Cadherin domain 


j.ie-io 


57 6 
J /.o 


19 
1Z 


1 1fl5- 
1 Iuj- 

1201 


71/1 


cadherin 


v^aQnenn aomain 


1 4o 78 

i .4e-zo 


1A1 4 


1J 


191 
1Z1 J- 

1306 


71 A 
/14 


Propep_M14 


Carboxypeptidase activation peptide 


n 41 

U.41 


J.J 


Z 


1998. 
1930 


714 


caunenn 


v^auncrin uumain 




1A4 9 

lvrt.A 


14 
it 


1190- 

1411 


714 


CaUllCl ill 


Vw-auiiciiii uuillalll 


7.2e-21 


74.5 


15 


1425- 
1520 


714 


Baculo helicase 


Raculovims DNA helicase 


0.61 


1.4 


1 


1521- 
1531 


714 


cadherin 


Cadherin domain 


4.5e-16 


57.7 


16 


1541- 
1622 


714 


cadherin 


Cadherin domain 


0.00017 


17.4 


17 


1634- 
1700 


715 


cadherin 


Cadherin domain 


0.085 


8.0 


1 


47-65 


715 


cadherin 


Cadherin domain 


0.00072 


15.2 


2 


69-126 


715 


cadherin 


Cadherin domain 


8.4e-17 


60.3 


3 


140-241 


715 


cadherin 


Cadherin domain 


1.4e-29 


104.9 


4 


255-344 


715 


cadherin 


Cadherin domain 


6.1e-25 


88.7 


5 


363-466 


715 


cadherin 


Cadherin domain 


2e-26 


93.9 


6 


480-573 


715 


naHViprin 

WdUllWl 111 


f^affhprin Homnfn 
v^auiiwiiii uvinaui 


3.2e-28 


100.1 


7 


588-680 


715 


Rad21 Rec8 


Conserved region of Rad21 / Rec8 like 


0.83 


5.2 


1 


652-662 


715 

/ 1 J 


VaUllCl 111 


V^aUllClill uuillalll 


1 Op-98 


00 8 

77. 0 


3 


604-784 

U7*T" / 0*T 


715 


SCPU 


Spore Coat Protein U domain 


0.47 


5.3 


1 


701-714 


71 ^ 


cadherin 


Cadherin domain 


j. /e-zu 


71 ^ 
/ l.J 


0 

7 


708 884 


715 


cadherin 

VuUllvl 111 


Cadherin domain 

v/ouuwi iii wv/iiiaiii 


7.6e-20 


70.9 


10 


898-987 


715 


cadherin 


Cadherin domain 


9.5e-28 


98.5 


11 


1001- 
1091 


715 


cadherin 


Cadherin domain 


5.1e-16 


57.6 


12 


1105- 
1201 


715 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


13 


1215- 
1306 


715 


Propep_M14 


Carboxypeptidase activation peptide 


0.41 


5.5 


2 


1228- 
1239 


715 


cadherin 


Cadherin domain 


2.2e-29 


104.2 


14 


1320- 
1411 


715 


cadherin 


Cadherin domain 


7.2e-21 


74.5 


15 


1425- 
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CT7A 


jMoaei 


Description 


IT. vnlnp 


IJtUI V 




Position 














1520 


/ID 


x3acuio_n.eiicase 


isacuiovirus j-/ii/\ iiciii^oic 


0 61 


1.4 i 




1521- 
1531 


TIC 

/ID 


— 3T — : 

cadhenn 


v-aoncnn aomdin 


4.5e-16 


57.7 


16 


1541- 
1622 ! 


71S 


f*aHliprin 

l/dUlld 111 


dfldhprin domain 

\a«OULi villi uuiiioui 


3.5e-05 


19.8 


17 


1634- 
1728 


716 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N-te 


0.5 


1.1 


I 


310-346 


716 


DPPIV N term 

L/l il ▼ 11 IviUl 


Dinerjtidvl Deotidase IV (DPP IV) N-te 


0.0014 


8.6 




516-589 


716 


DPPIV N term 


Dirjeotidvl nerjtidase IV (DPP IV) N-te 


5.3e-08 


21.7 


3 


618-652 


716 


Pentidase S9 


Prolvl oligoDeotidase family 


3.9e-ll 


36.8 


] 


664-736 


716 


Mpthvltrarnsf 6 


Dem eth vl m en aa ui none 

i-t win v ill jr 1 1 1 1 vi iuvjlw u vi i w 

methvl transferase 


0.54 


3.9 




675-688 


716 


Esterase 

JL>0 WL U4>V 


Putative esterase 


0.062 


6.6 




710-753 


717 


zf-C2H2 


Zinc finger, C2H2 type 


0.015 


14.8 


I 


32-54 


717 


zf-C2H2 


Zinc finger, C2H2 type 


0.0014 


18.9 




60-82 


717 


Anocvtochr F C 


Apocytochrome F, C-terminal 


1 


3.2 


I 


103-110 


717 


TFIIS 


Transcription factor S-II (TFIIS) 


0.2 


7.1 


I 


154-164 


717 


zf-C2H2 


Zincfineer C2H2 tvoe 

XW111V XXI 1^ VI y 1 " » _/ f w 


3.7e-08 


37.3 


3 


154-176 


717 


XPA N 


XPA protein N-terrninal 


0.3 


6.5 


2 


179-191 


717 


zf-C2H2 


Zinc finger, C2H2 type 


8.5e-06 


27.9 


4 


182-204 


717 


zf-C2H2 


Zinc finger, C2H2 type 


6.4e-08 


36.5 


5 


210-232 


717 


TFIIS 


3/8" 210 220.. 29 39 


1 


4.7 


4 


238-248 


717 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-06 


30.8 


6 


238-260 


717 


XPA N 


XPA protein N-terminal 


1 


4.6 


4 


263-275 


717 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-05 


27.0 


7 


266-288 


717 


zf-C2H2 


Zinc finger, C2H2 type 


2.6e-05 


25.9 


8 


294-316 


717 


TFIIS 


5/8' 266 276.. 29 39 


0.2 


7.1 


7 


322-332 


717 


zf-C2H2 


Zinc finger, C2H2 type 


6.9e-06 


28.3 


9 


322-344 


717 


XPA N 


XPA protein N-terminal 


0.38 


6.2 


6 


347-359 


717 


TFIIS 


5/8 266 276.. 29 39 


0.14 


7.7 


8 


350-360 


717 


zf-C2H2 


Zinc finger, C2H2 type 


le-07 


35.7 


10 


350-372 


719 


Phytoreo Pns 


Phytoreovims nonstructural protein P 


0.75 


2.1 


1 


74-88 


719 


malic 


Malic enzyme, N-terminal domain 


0.39 


3.5 


1 


117-131 


719 


AlpA 


Prophage CP4-57 regulatory protein (A 


0.95 


4.3 


1 


258-266 


719 


DUF298 


Domain of unknown function 

X_# \J1 llUiil w JL IXXXnxXw TT 11 lullwUvU 

(DUF298) 


0.42 


5.1 


1 


308-337 


719 


DUF827 


Plant protein of unknown function (DU 


0.029 


7.3 


1 


363-387 


719 


DUF496 


Protein of unknown function (DUF496) 


0.49 


5.1 


1 


389-409 


719 


K-box 


K-box region 


0.37 


5.2 


1 


392-406 


719 


TP TIE aloha 

x x xxxw diL/im 


TFIIE alpha subunit 


0.14 


5.9 


1 


394-416 


719 


Mlp 


Mlp lipoprotein family 


0.95 


2.4 


1 


398-451 


719 


Ribosomal_S20p 


Ribosomal protein S20 


0.38 


5.2 


1 


433-447 


719 


Phage B 


Scaffold protein B 


0.47 


1.7 


1 


504-518 


720 


ig 


Immunoglobulin domain 


0.07 


9.9 


1 


17-34 


720 


ig 


Immunoglobulin domain 


5.1e-ll 


44.1 


2 


68-128 


720 


ig 


Immunoglobulin domain 


Ue-11 


46.7 


3 


163-223 


720 


ig 


Immunoglobulin domain 


9.6e-07 


28.1 


4 


259-317 


720 


AstA 


Arginine N-succinyltransferase beta s 


0.92 


2.5 


1 


294-305 


720 


>? 


Immunoglobulin domain 


2.1e-09 


38.1 


5 


352-410 


720 


ig 


Immunoglobulin domain 


1.5e-10 


42.3 


6 


445-503 


720 


RTC 


RNA 3-terminal phosphate cyclase 


0.7 


3.3 


1 


474-491 


720 


ig 


Immunoglobulin domain 


8.1e-08 


32.1 


7 


538-596 


720 


ig 


Immunoglobulin domain 


1.3e-07 


31.3 


8 


629-687 
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720 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 


9 


720-780 


720 


ig 


Immunoglobulin domain 


3.7e-09 


37.2 


10 


813-871 


720 


ig 


Immunoglobulin domain 


7.4e-09 


36.0 


11 


904-962 


720 


ig 


Immunoglobulin domain 


1.9e-ll 


45.7 


12 


995- 
1052 


720 


ig 


Immunoglobulin domain 


1.3e-07 


31.4 


13 


1085- 
1143 


720 


ig 


Immunoglobulin domain 


1.3e-ll 


46.4 


14 


1176- 
1232 


720 


ig 


Immunoglobulin domain 


3.6e-10 


40.9 


15 


1266- 
1323 


720 


Marek_A 


Marek's disease glycoprotein A 


0.84 


1.1 


1 


1333- 
1356 


720 


RNA_pol Rpb2 
1 


RNA polymerase beta subunit 


0.35 


1.6 


1 


1352- 
1864 


720 


ig 


Immunoglobulin domain 


6.4e-10 


40.0 


16 


1356- 
1413 


720 


tspj 


Thrombospondin type 1 domain 


1.2e-19 


67.2 


1 


1435- 
1485 


720 


tspj 


Thrombospondin type 1 domain 


6.4e-17 


58.1 


2 


1492- 
1542 


720 


tspj 


Thrombospondin type 1 domain 


3.5e-15 


52.3 


3 


1549- 
1599 


720 


tspj 


Thrombospondin type 1 domain 


2.2e-17 


59.7 


4 


1606- 
1656 


720 


tspj 


Thrombospondin type 1 domain 


8.2e-12 


41.1 


5 


1663- 
1713 


720 


VOMI 


Vitelline membrane outer layer protei 


0.37 


3.6 


1 


1714- 
1728 


720 


tspj 


Thrombospondin type 1 domain 


7e-16 


54.7 


6 


1720- 
1770 


720 


EGF 


EGF-like domain 


0.95 


5.4 


1 


1993- 
2007 


720 


EGF 


EGF-like domain 


9.3e-08 


30.7 


2 


2013- 
2047 


720 


granulin 


Granulin 


0.44 


4.7 


1 


2034- 
2049 


720 


EGF 


EGF-like domain 


0.015 


11.9 


3 


2053- 
2092 


720 


EGF 


EGF-like domain 


2.8e-05 


21.8 


4 


2098- 
2130 1 


720 


TIL 


1/7 1698 1715 .. 1 16 


0.0012 


12.5 


3 


2117- 
2136 


720 


EGF 


EGF-like domain 


0.17 


8.2 


5 


2136- 
2157 


720 


EGF 


EGF-like domain 


2.4e-06 


25.7 


6 


2178- 
2215 


720 


EGF 


EGF-like domain 


5.7e-10 


38.7 


7 


2221- 
2256 


720 


RibosomalJL34 


Ribosomal protein L34 


0.33 


5.5 


1 


2280- 
2323 


720 


TIL 


4/7 2168 2178 57 68 


0.022 


8.5 


6 


2320- 

2m 


720 


EGF 


EGF-like domain 


1.9e-09 


36.8 


8 


2338- 
2372 
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720 


toxin_2 


Scorpion short toxin 


0.84 


3.4 


2 


2338- 
2353 


720 


toxin_5 


Scorpion short toxin 


0.73 


3.4 


1 


2354- 
2359 


720 


TIL 


4/7 2168 2178 .. 57 68 


0.023 


8.4 


7 


2357- 
2378 


720 


squash 


Squash family serine protease inhibit 


0.44 


2.8 


2 


2358- 
2386 


720 


fh2 


Fibronectin type II domain 


0.8 


3.1 


1 


2407- 
2418 


721 


SAP 


SAP domain 


2.4e-10 


40.8 


i 


3-37 


721 


SPRY 


SPRY domain 


1.8e-30 


107.5 


1 


289-418 


721 


SRP54 


SRP54-type protein, GTPase domain 


0.0091 


11.6 


1 


451-466 


721 


NACHT 


NACHT domain 


0.18 


5.5 


1 


453-469 


721 


SKI 


Shikimate kinase 


0.33 


4.9 


1 


453-466 


721 


Zot 


Zonular occludens toxin (Zot) 


0.22 


5.5 


1 


453-466 


721 


AAA 


ATPase family associated with various 


0.098 


5.8 


1 


454-466 


721 


tRNA synt lc R 
2 


Glutaminyl-tRNA synthetase, non- 
speci 


0.79 


3.9 


1 


580-616 


722 


CheB methyl est 


CheB methylesterase 


1 


2.7 


1 


74-92 | 


722 


DUF258 


Protein of unknown function, DUF258 


0.0014 


13.8 


1 


509-532 


722 


ABC tran 


ABC transporter 


7.4e-59 


198.4 


1 


510-692 


722 


NACHT 


NACHT domain 


0.2 


5.3 


1 


511-527 


722 


SMC N 


RecF/RecN/SMC N terminal domain 


0.47 


3.9 


1 


511-524 


722 


Zot 


Zonular occludens toxin (Zot) 


0.28 


5.1 


1 


511-524 


722 


RHD3 


Root hair defective 3 GTP-binding pro 


0.67 


1.2 


1 


516-530 


722 


Pox D2 


Pox virus D2 protein 


0.86 


1.4 


1 


604-617 


722 


tail comp S 


Phage virion morphogenesis family 


0.061 


7.3 


1 


606-619 


722 


DUF333 


Domain of unknown function 
(DUF333) 


0.3 


5.7 


1 


818-846 


722 


ABCjran 


ABC transporter 


l.le-47 


160.9 


2 


1322- 
1506 


722 


SufE 


Fe-S metabolism associated domain 


0.28 


6.2 


1 


1544- 
1563 


723 


BEX 


Brain expressed X-linked like family 


0.88 


2.2 


1 


133-160 


723 


CytoC RC | 


Photosynthetic reaction centre cytoch 


1 


1.4 


1 


215-231 


723 


Ski Sno 


SKI/SNO/DAC family 


0.51 


4.5 


1 


656-672 


724 


HpaB 


4-hydroxyphenylacetate 3-hydroxylase 


0.97 


2.5 


1 


4-14 


724 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
do 


6.7e-50 


175.9 


1 


50-201 


725 


C_tripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


59-76 


HOC 

725 


Bowman- 
Birk leg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


68-83 


725 


laminin EGF 


T^flminin POT?-1iVa fFlrvmoine TTT nnA \A 




C. 1 

0.1 


1 


80-93 


725 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


98-126 


725 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


117-138 


725 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


138-172 


725 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


151-178 


725 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


153-158 


725 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


178-211 


725 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


223-258 


725 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


402-546 


726 


DUF626 


Protein of unknown function (DUF626) 


0.22 


5.8 


1 


30-64 


726 


VSP 


Giardia variant-specific surface prot 


1 


1.8 


1 


106-131 
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77 £ 
/ZD 


zf-B box 


B-box zinc finger 


5.9e-08 


32.7 


1 


106-139 


/zo 


rretoiuiii 


Prefoldin subunit 


0.42 


5.7 


1 


222-248 


/zo 


Filanun 


Filamin/ABP280 repeat 


2.3e-21 


74.7 




313-402 


77 £ 
/ZO 


XTTTT 

INrLL 


NHL repeat 


4.4e-10 


40.3 


1 


431-458 


/ZO 


Glyoxalase 


Glyoxalase/Bleomycin resistance prote 


0.78 


3.6 


1 


476-504 


/ZO 


NHL 


NHL repeat 


2.4e-10 


41.2 


2 


478-505 


/ZO 


XTTTT 

NrlL 


NHL repeat 


l.le-10 


42.4 


3 


525-552 


77 £ 
/ZO 


NHL 


NHL repeat 


2.5e-09 


37.6 


4 


572-599 


726 


NHL 


NHL repeat 


7.8e-ll 


43.0 


5 


619-646 


/zo 


XTTJT 

NriL 


NHL repeat 


3.8e-08 


33.2 


6 


666-693 


111 


n.TJDDI 

PaREPl 


Archaeal PaREPl protein 


0.38 


5.3 


1 


111-127 


III 


rCH 


Fes/CIP4 homology domain 


0.026 


10.3 


1 


281-321 


77 T 

12.1 


rN a o r>T? i_ • j 

DAG PE-bind 


Phorbol esters/diacylglycerol binding 


2.8e-05 


21.7 


1 


709-747 


III 


RnoGAP 


RhoGAP domain 


3.9e-68 


231.7 


1 


775-947 


777 
111 


Terpene synth C 


Terpene synthase family, metal bindin 


0.84 


2.7 


1 


778-812 


777 
111 


XT-.- O 

NnrS 


NnrS protein 


1 


1.8 


1 


934-943 


71 C 

/Zo 


DUF727 


Protein of unknown function (DUF727) 


0.83 


4.2 


1 


115-129 


770 

/Zo 


CN_nydrolase 


Carbon-nitrogen hydrolase 


4e-09 


33.8 




120-216 


lly 


Pep_Ml 2B__prop 
ep 


Reprolysin family propeptide 
■ . 


3.3e-14 


44.8 


1 


93-223 


790 
i £y 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


0.00037 


16.1 




274-296 


729 


PsaL 


Photosystem I reaction centre subunit 


0.99 


3.2 


-} 


302-317 


77 Q 

lly 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


8.5e-17 


62.5 




340-480 


729 


Fragilysin 


Fragilysin metallopeptidase (M10C) en 


0.46 


3.1 


i — 


412-430 


770 

iiy 


aickkopi N 


Dickkopf N-terminal cysteine-rich reg 


0.0036 


10.8 




534-560 


729 


Stigl 


Stigma-specific protein, Stigl 


0.11 


4.5 


i — 


544-558 


729 


EB 


BB module 


0.8 


3.9 




546-558 


729 


tsp_l 


Thrombospondin type 1 domain 


7.1e-09 


31.3 


-j — — 


570-623 


729 


zf-A20 


A20-like zinc finger 


0.39 


8.6 




702-717 


729 


ADAM spacer 1 


ADAM-TS Spacer 1 


3.8e-49 


173.5 


^ — 


734-852 


729 


Herpes VP19C 


Herpesvirus capsid shell protein VP19 


0.95 


3.6 




860-871 


729 


tsp_l 


2/12 866 875.. 4 13 


0.048 


8.5 


3 


985- 
1002 


729 


tspj 


2/12 866 875.. 4 13 


0.067 


8.1 


4 


1037- 
1089 


729 


tsp_l 


2/12 866 875.. 4 13 


1.2e-05 


20.6 


5 


1092- 
1115 


729 


PTN_MK_N 


PTN/MK heparin-binding protein 
family 


0.44 


4.2 


1 


1165- 
1184 


729 


tspj 


2/12 866 875.. 4 13 


7.6e-07 


24.5 


6 


1165- 
1190 


729 


tsp_l 


2/12 866 875.. 4 13 


1.4e-06 


23.7 


7 


1228- 
1276 


729 




z/iz ooo olo .. 4 13 


4.6e-07 


25.3 


8 


1313- 
1364 


729 


tsp_i 


2/12 866 875.. 4 13 


0.00029 


15.9 


9 


1372- 
1420 


729 


tsp_l 


2/12 866 875.. 4 13 


1.7e-07 


26.7 


10 


1426- 
1479 


729 


tsp_l 


2/12 866 875.. 4 13 


4.7e-05 


18.6 


11 


1485- 
1506 


729 


tsp_l 


2/12 866 875.. 4 13 


0.00073 


14.6 


12 


1543- 
1593 


730 


Adeno Penton B 


Adenovirus penton base protein 


0.39 


1.6 


1 


178-193 
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731 




" ~t — ; 

Irnrnunoglobulin domain 


0.19 


8.3 


1 


6-99 


731 


DUF390 


rrotein oi unknown function (DUF390) 


0.73 


0.9 


1 


83-95 


731 


it? 


Immunoglobulin domain 


9.7e-05 


20.6 


2 


146-235 


731 


iff 


Immunoglobulin domain 


0.00014 


20.0 


3 


282-373 


732 


10 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


732 




Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


732 


DUF390 


Protein of unknown function (DUF390) 


0.73 


0.9 


1 


256-268 


732 


iff 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


732 


iff 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


733 


Iff 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


734 


iff 
!g 


Immunoglobulin domain 


0.0018 


15.8 


1 


42-126 


734 




Protein of unknown function (DUF390) 


0.73 


0.9 


1 


110-122 


735 


RhoGRF 


ivnovjiir domain 


8.2e-08 


27.0 


1 


165-225 


735 


FA fivHrnvvlncA 


Fatty acid hydroxylase 


0.6 


3.7 


1 


221-233 


735 


RhoGEF 


ivjiOLitir domain 


7.5e-09 


30.5 


2 


257-329 


736 


HEM4 


Uroporphyrinogen-III synthase HemD 


0.98 


3.1 


1 


549-581 


736 


DUF178 


Uncharacterized ACR, COG1427 


0.11 


6.0 


1 


604-622 


737 


mn 


RNA recognition motif. (a.k.a. RRM, R 


2.5e-07 


28.2 


1 


78-142 


737 


o iii5*r_ u jt r j 


omg-4/UPF3 family 


0.042 


8.7 


1 


143-173 


737 


mn 


RNA recognition motif. (a.La. RRM, R 


9.7e-16 


58.1 


2 


151-222 


737 


ferA "MifH 


4re-4a iron sulfur cluster binding pr 


1 


2.4 


1 


160-176 


737 


mn 


RNA recognition motif. (a.k.a. RRM, R 


3.6e-06 


24.1 


3 


274-311 


738 


A Af*r\r\ VJA 1A 
AUCnU Err .}*r 


Adenovirus early E4 34 kDa protein co 


0.45 


4.4 


1 


5-22 


739 


11UUI1UC ICQ sm 


Ribonucleotide reductase, small chain 


0.29 


3.7 


1 


244-265 


740 


^lia^l vr»if"l xjy<4r*' 

ouaj yuivj yruv_/ 


yrdC domain 


0.99 


3.3 


1 


38-53 


740 


F-hnY 


F-box domain 


0.095 


9.0 


1 


134-175 


740 




Protein with unknown function 


0.38 


4.7 


1 


354-371 


741 


1 OmpH 


uuier memorane protem (umpH-Iikej 


0.14 


6.9 


1 


81-150 


741 


Heroes BLRF7 


Herpesvirus oJLKrz protein 


0.12 


7.3 


1 


256-277 


741 


UIM 


uDiquinn mieraction motit 


0.34 


8.8 


1 


293-310 


741 


DUF260 


rroiem oi unknown function DUF260 


0.26 


4.8 


1 


330-350 


741 


TelA 


i oxic anion resistance protem ( 1 el A) 


0.34 


4.5 


1 


348-368 


741 


Pox A tvne inn 

* WW .i*. 1111/ 


Uj ZIO £.00 .. 1 Zj 


0.6 


6.3 


2 


358-377 


741 


PsdA IM30 


rop/viiviju iamny 


0.34 


5.2 


1 


364-399 


741 


M 


1/^ 070 TOO 1 01 


0.46 


8.0 


3 


534-554 


741 


Coorinus matin a 


Coprinus cinereus mating-type protein 


0.65 


1.6 


1 


698-729 


741 


Ribosomal F ?Qp 


luoosomai Lzye protein family 


0.3 


5.8 


1 


717-755 


741 


Phase nortal 2 


rnage ponai protem, lambda family 


0.75 


2.2 


1 


799-816 


741 


Dishevelled 


uisneveuea specinc domam 


0.22 


4.9 


1 


903-922 


741 


SlyX 


SlyX 


0.69 


1.3 


1 


945-954 


742 


vouixci in 


Cadherin domain 


0.13 


7.4 


1 


30-96 


742 


cadherin 


Cadherin domain 


8,4e-13 


46.4 


2 


147-243 


742 


cadnerin 


Cadherin domain 


7 


00 « 


J 


OCT *> Af\ 

257-349 


742 


He PIG 


Putative Ig domain 


0.4 


5.5 


1 


262-279 


742 


cadherin 


Cadherin domain 


0.049 


8.8 


4 


369-399 


742 


cadherin 


Cadherin domain 


2.3e-05 


20.4 


5 


427-460 


742 


cadherin 


Cadherin domain 


5.6e-21 


74.9 


6 


474-563 


742 


cadherin 


Cadherin domain 


1.9e-25 


90.4 | 


7 


577-666 


742 


cadherin 


Cadherin domain 


4.5e-09 


33.4 


8 


693-737 


743 


PGM_PMMJ 


Phosphoglucomutase/phosphomannom 
utase 


1.6e-15 


57.2 


1 


1-47 


743 


PGM_PMM 


Phosphoglucomutase/phosphomannom 
utase 


0.041 


9.3 


1 


388-430 
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743 


Corl 


Corl/Xk/Xmr conserved region 


0.73 


4.1 




425-435 


744 


MACPF 


MAC/Perforin domain 


0.00017 


15.5 




138-170 


744 


Keratin matx 


Keratin, high-sulphur matrix protein 


0.19 


7.6 




451-482 


744 


Noll Nop2_Sun 


NOLl/NOP2/sun family 


0.29 


4.1 




602-622 


745 


Remorin C 


Remorin, C-terminal region 


0.19 


6.6 




120-133 


745 


zf-C2H2 


Zinc finger, C2H2 type 


0.00033 


21.5 




130-152 


745 


TFUS 


Transcription factor S-II (TFHS) 


0.3 


6.5 




158-168 


745 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-07 


33.1 


2 


158-180 


745 


XPA_N 


XPA protein N-terminal 


0.72 


5.2 


3 


183-195 


745 


TFIIS 


Transcription factor S-H (TFIIS) 


0.069 


8.7 


2 


186-196 


745 


zf-C2H2 


Zinc ringer, C2H2 type 


3.9e-07 


33.3 


3 


186-208 


745 


XPA N 


XPA protein N-terminal 


0.21 I 


7,1 


4 


211-223 


745 


zf-C2H2 


Zinc finger, C2H2 type ! 


9.4e-08 


35.8 


4 


214-236 


745 


zf«C2H2 


Zinc finger, C2H2 type 


4.8e-07 


32.9 


5 


242-264 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


267-279 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


5 


270-280 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-07 


33.7 


6 


270-292 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


7 


295-307 


745 


TFIIS 


Transcription factor S-H (TFIIS) 


0.54 


5.6 


6 


298-308 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


7 


298-320 


745 


XPA N 


XPA protein N-terminal 


0.74 


5.2 


8 


323-335 


745 ! 


TFIIS 


Transcription factor S-II (TFIIS) 


0.073 


8.6 


7 


325-336 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-07 


33.6 


8 


326-348 


745 


XPA N 


XPAprotein N-terminal 


0.72 


5.2 


9 


351-363 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.51 


5.7 


8 


354-364 


745 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-07 


32.2 


9 


354-376 


745 


XPA_N 


XPA protein N-terminal 


0.13 


7.8 


10 


379-391 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


9 


382-392 


745 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


10 


382-404 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


11 


407-419 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


10 


410-420 


745 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-07 


33.9 


11 


410-432 


745 


zf-C2H2 


Zinc finger, C2H2 type 


0.0011 


19.4 


12 


440-460 


745 


XPA N 


XPA protein N-terminal 


0.67 


5.3 


12 


485-497 


745 


zf-C2H2 


13/16 466 481.. 1 17 


3.9e-06 


29.3 


14 


488-510 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.0051 


12.6 


12 


515-526 


745 


zf-C2H2 


13/16 466 481.. 1 17 


1.3e-05 


27.2 


15 


516-538 


745 


zf-BED 


BED zinc finger 


0.71 


4.6 


3 


517-539 


745 


XPA N 


XPA protein N-terminal 


0.092 


8.3 


14 


541-553 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


13 


544-554 


745 


zf-C2H2 


13/16 466 481.. 1 17 


0.00057 


20.5 


16 


544-565 


746 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


35-75 


746 


ROSJV1UCR 


ROS/MUCR transcriptional regulator 
pr 


0.33 


3.9 


1 


81-104 


746 


Remorin C 


Remorin, C-terminal region 


0.19 


6.6 


1 


195-208 


746 


zf-C2H2 


Zinc finger, C2H2 type 


0.00033 


21.5 


1 


205-227 


746 


TFHS 


Transcription factor S-II (TFIIS) 


0.3 


6.5 


1 


233-243 


746 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-07 


33.1 


2 


233-255 


746 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


3 


258-270 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.069 


8.7 


2 


261-271 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.9e-07 


33.3 


3 


261-283 


746 


XPA N 


XPA protein N-terminal 


0.21 


7.1 


4 


286-298 


746 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-08 


35.8 


4 


289-311 


746 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-07 


32.9 


5 


317-339 
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746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


342-354 


746 


TFUS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


5 


345-355 


746 


zf-C2H2 


Zinc ringer, C2H2 type 


3.1e-07 


33.7 


6 


345-367 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


7 


370-382 


746 


TFIIS 


Transcription factor S-H (TFIIS) 


0.54 


5.6 


6 


373-383 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


7 


373-395 


746 


XPA_N 


XPA protein N-terminal 


0.74 


5.2 


8 


398-410 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.073 


8.6 


7 


400-411 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-07 


33.6 


8 


401-423 


746 


XPA_N 


XPA protein N-terminal 


0.72 


5.2 


9 


426-438 


746 


TFUS 


Transcription factor S-II (TFIIS) 


0.51 


5.7 


8 


429-439 


746 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-07 


32.2 


9 


429-451 


746 


XPA_N 


XPA protein N-terminal 


0.13 


7.8 


10 


454-466 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


9 


457-467 


746 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


10 


457-479 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


11 


482-494 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


10 


485-495 


746 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-07 


33.9 


11 


485-507 


746 


zf-C2H2 


Zinc finger, C2H2 type 


0.0011 


19.4 


12 


515-535 


747 


EMP24_GP25L 


emp24/gp25L/p24 family 


4.9e-80 


276.1 


1 


5-201 


748 


acid_phosphat 


Histidine acid phosphatase 


7.9e- 
159 


537.8 


1 


31-371 


749 


CJripleX 


Cysteine rich repeat 


0.92 


4.2 


1 


52-67 


749 


ApoC-I 


Apolipoprotein C-I (ApoC-1) 


0.83 


3.7 


1 


196-260 


749 


PH 


PH domain 


1.5e-20 


69.0 


1 


393-487 


749 


ArfGap 


Putative GTPase activating protein fo 


2.1e-60 


210.7 


1 


527-649 


749 


ank 


1/4 797 823.. 7 33 


1.5e-08 


33.7 


2 


826-858 


749 


ank 


1/4 797 823.. 7 33 


0.0001 


20.0 


3 


859-891 


751 


DUF369 


Domain of unknown function 
(DUF369) 


0.17 


5.8 


1 


275-288 


751 


KRAB 


KRAB box 


l.le-20 


77.0 


1 


342-382 


751 


zf-C2H2 


Zinc finger, C2H2 type 


7.8e-06 


28.0 


1 


603-625 


751 


TFIIS 


Transcription factor S-II (TFIIS) 


0.78 


5.1 


1 


604-613 


751 


zf-C2H2 


Zinc ringer, C2H2 type 


1.6e-05 


26.8 


2 


631-653 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-07 


33.4 


3 


693-715 


751 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.54 


2.9 


1 


708-726 


751 


TFIIS 


Transcription factor S-II (TFIIS) 


0.63 


5.4 


3 


721-731 


751 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-05 


27.2 


4 


721-743 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.4e-08 


37.4 


5 


751-773 


751 


zf-BED 


BED zinc finger 


0.31 


5.8 


1 


752-774 


751 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.032 


6.3 


2 


766-784 


751 


zf-C2H2 


Zinc finger, C2H2 type 


5.7e-06 


28.6 


6 


779-801 


752 


Vpsl6JST 


Vpsl6, N-terminal region 


2.3e- 
273 


918.3 


1 


1-420 


752 


Ribosomal L36 


Ribosomal protein L36 


0.6 


5.0 


1 


245-281 


752 


Fum erase 


Fumarate hydratase (Fumerase) 


0.71 


3.4 


1 


376-402 


752 


Peptidase M16 
C 


Peptidase Ml 6 inactive domain 


0.29 


5.2 


1 


492-510 


752 


Vpsl6 C 


Vpsl6, C-terminal region 


2.4e-15 


57.9 


1 


517-548 


752 


Vpsl6_C 


Vpsl6, C-terminal region 


4.6e- 
128 


435.6 


2 


554-762 


753 


LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


30-59 


753 


XG FTase 


Xyloglucan fucosyltransferase 


0.53 


2.0 


1 


37-48 


753 


LRR 


Leucine Rich Repeat 


0.36 


6.7 


1 


61-82 
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753 


LRR 


Leucine Rich Repeat 


0.0014 


14.8 


2 


83-106 


753 | 


LRR 


Leucine Rich Repeat 


5.7e-05 


19.5 


3 


107-131 


753 


LRR 


Leucine Rich Repeat 


2.7e-05 


20.6 


4 


132-155 


753 


LRR 


Leucine Rich Repeat 


0.001 


15.3 


5 


156-179 


753 


LRR 


Leucine Rich Repeat 


0.0036 


13.4 


6 


180-203 


753 


LRR 


Leucine Rich Repeat 


0.0016 


14.6 


7 


204-227 


753 


LRR 


Leucine Rich Repeat 


0.00015 


18.1 


8 


228-251 


753 


LRRCT 


Leucine rich repeat C-terminal domain 


9.7e-12 


37.1 


1 


261-311 


754 


A2M_N 


Alpha-2-macrogJobulin family N- 
termin 


4.5e-91 


312.7 


1 


6-613 


754 


Big 1 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


i i 


382-403 


754 


A2M 


Alpha-2-macroglobulin family 


6.2e-64 


214.2 


l 


721-949 


754 


A2M 


Alpha-2-macrogJobulin family 


6.2e- 
132 


444.2 


2 


983- 
1469 


754 


Pox_D2 


Pox virus D2 protein 


0.18 


3.4 


1 


1446- 
1461 


755 


DUF904 


Protein of unknown function (DUF904) 


0.21 


6.7 


1 


116-125 


755 


DUF536 


Protein of unknown function, DUF536 


0.47 


6.4 


1 


162-192 


755 


Syntaxin 


Syntaxin 


0.11 


7.9 


1 


163-197 


755 


fibrinogen_C 


Fibrinogen beta and gamma chains, C-t 


1.7e-09 


32.1 


1 


242-275 


755 


fibrinogen^ 


Fibrinogen beta and gamma chains, C-t 


1.9e-25 


86.7 


2 


279-422 


756 


ig 


Immunoglobulin domain 


1.3e-06 


27.6 


1 


43-102 


756 


ig 


Immunoglobulin domain 


2.2e-05 


23.0 


2 


137-198 


756 


FYRN 


F/Y-rich N-terminus 


0.55 


5.3 


1 


181-200 


756 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 


3 


242-299 


756 


ig 


Immunoglobulin domain 


2.3e-05 


22.9 


4 


339-388 


756 


ig 


Immunoglobulin domain 


2.9e-08 


33.8 


5 


424-481 


756 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


514-579 


756 


fii3 


Fibronectin type III domain 


7.7e-23 


81.1 


1 


598-687 


756 


fii3 


Fibronectin type III domain 


9.1e-08 


28.7 


2 


700-790 


756 


fii3 


Fibronectin type III domain 


9.3e-17 


60.0 


3 


802-891 


756 


fh3 


Fibronectin type III domain 


1.6e-09 


34.8 


4 


903-986 


757 


LRR 


Leucine Rich Repeat 


0.29 


7.0 


1 


52-75 


757 


LRR 


Leucine Rich Repeat 


0.003 


13.7 


2 


76-99 


757 


LRR 


Leucine Rich Repeat 


4e-05 


20.0 


3 


100-123 


757 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


4 


124-147 


757 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


5 


148-171 


757 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


172-195 


757 


FliD 


Flagellar hook-associated protein 2 


0.96 


1.2 


1 


194-209 


757 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


7 


196-216 


757 


LRRCT 


Leucine rich repeat C-terminal domain 


9.3e-10 


31.0 


1 


240-285 


757 


ig 


Immunoglobulin domain 


9.4e-09 


35.6 


1 


301-359 


757 


fo3 


Fibronectin type III domain 


0.00045 


15.9 


1 


444-496 


758 


LRR 


Leucine Rich Repeat 


0.29 


7.0 


1 


52-75 


758 


LRR 


Leucine Rich Repeat 


0.003 


13.7 


2 


76-99 


758 


LRR 


Leucine Rich Repeat 


4e-05 


20.0 


3 


100-123 


758 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


4 


124-147 


758 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


5 


148-171 


758 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


172-195 


758 


FliD 


Flagellar hook-associated protein 2 


0.96 


1.2 


1 


194-209 


758 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


7 


196-216 


758 


LRRCT 


Leucine rich repeat C-terminal domain 


9.3e-10 


31.0 


1 


240-285 


758 


ig 


Immunoglobulin domain 


9.4e-09 


35.6 


1 


301-359 


758 


fn3 


Fibronectin type III domain 


0,013 


10.8 


1 


466-500 
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759 


Serendipity A 


Serendipity locus alpha protein (SRY- 


0.35 


2.3 


1 


98-106 


759 


EGF 


EGF-like domain 


0.76 


5.8 


1 


111-133 


759 


SEA 


SEA domain 


4.9e-06 


22.1 


1 


168-237 


759 


ig 


Immunoglobulin domain 


9.8e-07 


28.1 ! 


1 


286-352 


759 


A1G2 


AIG2-like family 


0.81 


2.4 


1 


329-340 


759 


ig 


Immunoglobulin domain 


0.33 


7.4 


2 


485-547 


759 


60KDJMP 


60Kd inner membrane protein 


0.64 


3.1 


1 


502-523 


759 


Atracotoxin . 


Delta Atracotoxin 


0.31 


6.4 


1 


628-642 


759 


CAS CSE1 


CAS/CSE protein, C-terminus 


0.28 


5.8 


1 


902-915 


759 


GPS 


Latrophilin/CH-like GPS domain 


2e-14 


54.5 


1 


950- ! 
1002 


759 


7tm2 


7 transmembrane receptor (Secretin fa 


6.4e-21 


73.4 


1 


1009- 
1273 


759 


ATP-syntJj 


Mitochondrial ATP synthase g subunit 


0.66 


3.9 


1 


1267- 
1279 


759 


SH 


Viral small hydrophobic protein 


0.63 


4.1 


1 


1273- 
1292 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.27 


6.6 


1 


107-117 


760 


zf-C2H2 


1/13 93 101.. 16 24 


0.00013 


23.2 


2 


107-129 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.2e-06 


29.6 


3 


135-157 


760 


Ribosomal L19e 


Ribosomal protein L19e 


0.59 


3.9 


1 


143-161 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.08 


8.4 


3 


163-173 


760 


zf-C2H2 


1/13 93 101.. 16 24 


1.5e-05 


26.9 


4 


163-185 


760 


XPA N 


XPA protein N-terminal 


0.37 


6.2 


3 


188-200 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.08 


8.4 


4 


191-201 


760 


zf-C2H2 


1/13 93 101.. 16 24 


4.3e-06 


29.1 


5 


191-213 


760 


XPA N 


XPA protein N-terminal 


0.15 


7.6 


4 


216-229 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.31 


6.4 


5 


219-229 


760 


zf-C2H2 


1/13 93 101.. 16 24 


2.4e-06 


30.1 


6 


219-241 


760 


XPA N 


XPA protein N-terminal 


0.45 


5.9 


5 


244-256 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.013 


11.2 


6 


247-257 


760 


zf-C2H2 


1/13 93 101.. 16 24 


9.1e-07 


31.8 


7 


247-269 


760 


XPA N 


XPA protein N-terminal 


0.29 


6.6 


6 


272-284 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.8e-08 


37.2 


8 


275-297 


760 


zf-BED 


BED zinc finger 


0.13 


7.1 


3 


276-298 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3e-06 


29.7 


9 


303-325 


760 


TFUS 


Transcription factor S-II (TFIIS) 


0.019 


10.6 


9 


331-341 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.1e-06 


29.7 


10 


331-353 


760 


zf-C2H2 


1/13 93 101.. 16 24 


2.7e-07 


33.9 


11 


359-381 


760 


zf-BED 


BED zinc finger 


0.63 


4.8 


4 


360-382 


760 


PqiA 


Paraquat-inducible protein A 


0.55 


4.0 


2 


378-409 


760 


XPA N 


9/11 356 366.. 1 11 


0.22 


7.0 


10 


384-396 


760 


zf-C2H2 


1/13 93 101.. 16 24 


8.8e-08 


35.9 


12 


387-409 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.036 


9.7 


12 


415-425 


760 


zf-C2H2 


1/13 93 101.. 16 24 


0.028 


13.7 


13 


415-437 


761 


Clq 


Clq domain 


0.77 


4.7 


1 


104-116 


761 


DUF127 


Protein of unknown function DUF127 


0.81 


2.3 


1 


134-143 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.53 


4.3 


1 


176-189 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.27 


5.3 


2 


443-477 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.65 


4.0 


3 


543-620 


761 


PgpA 


Phosphatidylglycerophosphatase A 


0.96 


2.9 


1 


745-760 


761 


DUF418 


Protein of unknown function (DUF418) 


0.15 


6.0 


1 


833-887 


763 


zf-HIT 


HIT zinc finger 


0.21 


8.5 


1 


161-179 


763 


zf-C2H2 


Zinc finger, C2H2 type 


0.0099 


15.5 


1 


170-193 
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764 


FHA 


FHA domain 


0.024 


11.6 


1 


25-90 


764 


HIT 


HIT domain 


6e-05 


15.8 


1 


181-235 


764 


DcpS 


Scavenger mRNA decapping enzyme 
QcpS 


0.0099 


8.2 


1 


210-271 


764 


DUF369 


Domain of unknown function 
(DUF369) 


0.35 


4.8 


1 


219-239 


764 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


317-339 


767 


Cwf_Cwc_15 


Cwfl5/Cwcl5 cell cycle control protei 


8.6e- 
161 


544.3 


1 


1-229 


767 


DUF692 


Protein of unknown function (DUF692) 


0.91 


2.6 


1 


127-148 


768 


SRCR 


Scavenger receptor cysteine-rich doma 


9.2e-36 


127.9 


1 


32-129 


768 


SRCR 


Scavenger receptor cysteine-rich doma 


6.5e-15 


54.2 




142-247 


768 


Lysyl oxidase 


Lysyl oxidase 


1.2e-80 


278.1 


-? 


251-359 


769 


RHS 


RHS protein 


0.83 


4.8 


1 


31-43 


769 


GatB 


PET1 12 family, C terminal region 


0.41 


5.8 


1 


64-86 


769 


Glyco__transf_8 


Glycosyl transferase family 8 


1.9e-10 


40.1 


1 


65-227 


769 


Phage_holin_4 


Holin family 


0.84 


4.0 


1 


269-282 


770 


WD40 1 


WD domain, G-beta repeat 


0.5 


6.4 1 




169-194 


770 


WD40 


WD domain, G-beta repeat 


5.2e-06 


23.8 1 




225-251 


770 


DUF130 


Domain of unknown function DUF130 


0.074 


5.9 


1 


241-255 


770 


WD40 


WD domain, G-beta repeat 


0.35 


7.0 




.374-401 


771 


TPR 


TPR Domain 


0.27 


7.6 


1 


190-214 


773 


CTP_transf_l 


Cytidylyltransferase family 


3.3e- 
125 


426.1 


1 


69-400 


773 


DAG_PE-bind 


Phorbol esters/diacylglycerol binding 


0.28 


7.3 


1 


166-180 


773 


Pyridox oxidase 


Pyridoxamine 5-phosphate oxidase 


0.34 


2.7 


1 


326-334 


773 


KLX 


KIX domain 


0.48 


5.9 


1 


415-435 


774 


CBM 20 


Starch binding domain 


0.078 


8.5 


1 


86-105 


774 


WD40 


WD domain, G-beta repeat 


3.9e-08 


31.2 


1 


165-203 


775 


TACC 


Transforming acidic coiled-coil-conta 


0.43 


3.9 


1 


312-334 


775 


bZIP 


1/2 308 325.. 48 65 


0.39 


5.9 




408-438 


776 


Tweety 


Tweety 


3.4e-74 


256.6 


1 


21-413 


779 


HesB-like 


HesB-like domain 


2.8e-41 


132.5 


1 


49-151 


780 


ig 


Immunoglobulin domain 


0.015 


12.4 


1 


2-57 


780 


ig 


Immunoglobulin domain 


0.00033 


18.6 




96-155 


781 


Mpvl7_PMP22 


Mpvl7/PMP22 family 


8e-14 


51.5 




129-191 


781 


Adenovirus PX 


Adenovirus late L2 mu core protein (P 


0.65 


5.4 


i 


133-152 


782 


sic 


sic protein 


0.1 


3.9 


1 


184-239 


783 


Collagen 


Collagen triple helix repeat (20 copi 


5.5e-07 


28.5 


1 


13-51 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.044 


10.1 


2 


59-81 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.014 


12.0 


3 


86-104 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.029 


10.7 


4 


106-127 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.013 


12.1 


5 


132-150 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.04 


10.3 


6 


152-173 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.013 


12.1 


7 


175-196 


783 


Collagen 


Collagen triple helix repeat (20 copi 


2.5e-07 


29.8 


8 


198-237 


783 


S- 

AdoMet_syntD3 


S-adenosylmethionine synthetase, C-te 


0.29 


4.1 


1 


232-247 


783 


vwa 


von Willebrand factor type A domain 


1.2e-46 


149.1 




266-448 


783 


Kunitz BPTI 


Kunitz/Bovine pancreatic trypsin inhi 


2.2e-23 


71.1 




540-590 


784 


DUF388 


Domain unknown function (DUF388) 


0.047 


8.8 




1-18 


784 


Mtap_PNP 


Phosphorylase family 2 


0.26 


5.1 




1-18 


784 


Sterol desat 


Sterol desaturase 


1.8e-48 


164.1 




57-263 


785 


»5 


Immunoglobulin domain | 0.0011 


16.7 




116-176 
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785 


malic 


Malic enzyme, N-terrninal domain 


0.76 


2.6 


1 


203-209 


785 


ig 


Immunoglobulin domain 


3.6e-10 


40.9 


2 


331-391 


785 


APOBEC C 


APOBEC-like C-tenninal domain 


0.88 


5.2 


1 


446-474 


785 


enolase 


Enolase, C-terminal TIM barrel domain 


0.26 


4.4 


1 


600-618 


785 


RNA_pol Rpbl 
5 


RNA polymerase Rpbl, domain 5 


0.65 


1.5 


1 


1034- 
1489 


785 


ig 


Immunoglobulin domain 


4.9e-05 


21.7 


3 


1363- 
1415 


785 


sigma70_r3 


Sigma-70 region 3 


0.6 


5.7 


1 


1461- 
1481 


785 


ig 


Immunoglobulin domain 


5.2e-08 


32,9 


4 


1552- 
1613 


786 


RNA helicase 


RNA helicase 


0.00029 


15.0 


1 


30-53 


786 


AAA 


ATPase family associated with various 


0.00038 


13.8 


1 


32-48 


786 


NACHT 


NACHT domain 


0.0022 


12.0 


1 


34-56 


786 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.64 


3.5 


1 


35-46 


786 


NB-ARC 


NB-ARC domain 


0.62 


2.7 


1 


35-50 


786 


ADK 


Adenylate kinase 


2.2e-05 


19.0 


1 


67-114 | 


786 


ADK ! 


Adenylate kinase 


0.12 


6.2 




127-160 


786 


ZZ 


Zinc finger, ZZ type 


0.097 


8.8 


1 


146-157 


786 


SRP54 


SRP54-type protein, GTPase domain 


0.3 


5.9 


1 


390-408 


786 


SKI 


Shikimate kinase 


0.12 


6:4 


1 


392-413 


786 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.83 


3.1 




396-413 


786 


RHD3 


Root hair defective 3 GTP-binding pro 


0.039 


5.3 




397-411 


786 


CoaE 


Dephospho-CoA kinase 


0.12 


6.4 


i 


402-421 


786 


Thymidylate kin 


Thymidylate kinase 


0.81 


2.1 


1 


402-418 


788 


SH3 


SH3 domain 


2.3e-14 


55.4 


1 


1-56 


789 


SH3 


SH3 domain 


1.5e-15 


59.8 


1 


73-129 


790 


T1MP 


Tissue inhibitor of metalloproteinase 


1.2e-89 


243.9 


1 


20-116 


790 


Phyto Pns9 10 


Phytoreovirus nonstructural protein P 


0.44 


3.0 


1 


102-108 


791 


DUF716 


Family of unknown function (DUF716) 


0.93 


3.4 


1 


26-54 


791 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.4 


4.3 


1 


27-48 


791 


FLO LFY 


Floricaula / Leafy protein 


0.22 


2.7 


-j 


127-140 


791 


lectin c 


Lectin C-type domain 


1.9e-07 


31.5 




162-267 


792 


UDPGT 


UDP-glucoronosyl and UDP-glucosyl 
tra 


7.9e- 
258 


866.7 


1 


24-447 


792 


Pox E8 


Poxvirus E8 protein 


0.81 


3.1 


1 


56-70 


792 


Glyco_tran_28 C 


Glycosyltransferase family 28 C-termi 


0.06 


7.5 


1 


292-314 


793 


TRAPP Bet3 


Transport protein particle (TRAPP) co 


l.le-67 


235.0 


1 


6-173 


794 


PCMT 


Protein-L-isoaspartate(D-aspartate) O 


0.0055 


11.0 


1 


74-113 


794 


Ubie_methyltran 


ubiE/COQ5 methyltransferase family 


1.9e-05 


18.5 


1 


161-182 


794 


Methyltransf_8 


Hypothetical methyltransferase 


0.04 


7.5 


1 


168-182 


795 


Brix 


Brix domain 


2e-88 


303.9 


1 


1-248 


795 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


0.3 


6.3 




246-273 


795 


7tm 1 


7 transmembrane receptor (rhodopsin f 


3e-42 


125.3 




444-671 


795 


Lip A acyltrans 


Bacterial lipid A biosynthesis acyltr 


0.4 


4.3 




532-558 


795 


ACPS 


4-phosphopantetheinyl transferase su 


0.72 


3.3 




585-600 


796 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


797 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


798 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


798 


FliL 


Flagellar basal body-associated prote 


0.029 


9.2 




170-203 


798 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 




174-193 


799 


PH 


PH domain 


1.9e-21 


72.0 




14-112 
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Description 

• 


E_value 


Score 


Repeats 


Position 


800 


Ifi-6-16 


Interferon-induced 6-16 family 


l.le-41 


144.4 


1 


10-87 


800 


GLTT 


GLTT repeat (6 copies) 


0.18 


7.7 


1 


14-42 


800 


CRCB 


CrcB-like protein 


0.18 


7.1 


1 


70-88 


801 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


17-99 


801 


GLTT 


GLTT repeat (6 copies) 


0.18 


7.7 


1 


26-54 


801 


CRCB 


CrcB-like protein 


0.18 


7.1 


1 


82-100 


802 


ank 


Ankyrin repeat 


1 


5.7 


1 


338-367 


802 


RmuC 


RmuC family 


0.49 


3.9 


1 


621-657 


804 


ig 


Immunoglobulin domain 


0.0002 


19.4 


1 


35-111 


804 


DUF708 


Protein of unknown function (DUF708) 


0.27 


5.6 


1 


230-246 


804 


CDC50 


LEM3 (ligand-effect modulator 3) fami 


0.049 


6.6 


1 


231-258 


806 


EGF 


EGF-like domain 


0.0019 


15.2 


1 


60-95 


807 


EGF 


EGF-like domain 


0.0019 


15.2 


1 


60-95 


808 


EGF 


EGF-like domain 


0.0019 


15.2 


1 


60-95 


809 


PI3_PI4Jdnase 


Phosphatidylinositol 3- and 4-kinase 


0.89 


3.6 


1 


6-35 


809 


ig 


Immunoglobulin domain 


4.9e-06 


25.4 


1 


109-171 


811 


Alpha adaptin C 


Alpha adaptin AP2, CMerminal domain 


0.061 


5.2 


1 


92-104 


811 


MHCJ 


Class I Histocompatibility antigen, d 


0.021 


9.1 


2 


120-205 


812 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


78-137 


812 


ig 


Immunoglobulin domain 


0.0018 


15.9 


3 


176-237 


812 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


274-335 


812 


DNA_pol_BJ 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


291-347 


812 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


300-322 


812 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


369-430 


812 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


465-529 


813 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.65 


2.6 


1 


55-63 


813 


LRRCT 


Leucine rich repeat C-terminal domain 


0.15 


5.9 


1 


61-85 


813 


DUF909 


Bacterial protein of unknown function 


0.4 


5.7 


1 


237-256 


813 


ig 


Immunoglobulin domain 


0.0047 


14.3 


1 


295-358 


813 


ig 


Immunoglobulin domain 


1.2e-08 


35.2 


2 


393-452 


813 


Noll_Nop2_Sun 


NOLimOP2/sun family 


0.28 


4.1 


1 


629-671 


813 


ig 


Immunoglobulin domain 


1.2e-05 


24.0 


3 


1468- 
1530 


813 


ig 


Immunoglobulin domain 


l.le-06 


27.9 


4 


1565- 
1627 


813 


ig 


Immunoglobulin domain 


6.2e-09 


36.3 


5 


1662- 
1724 


813 


CD2 


T-cell surface antigen CD2 protein 


0.19 


3.9 


1 


1701- 
1749 


813 


*g 


Immunoglobulin domain 


2.6e-09 


37.7 


6 


1761- 
1823 


813 


ig 


Immunoglobulin domain 


8.7e-06 


24.5 


7 


1858- 
1926 


813 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


8 


1961- 
2020 


813 


ig 


Immunoglobulin domain 


0.0018 


15.9 


9 


2059- 
2120 


813 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


10 


2157- 
2218 


813 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


2174- 
2230 


813 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


2183- 
2205 
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Position 


813 


ig 


Immunoglobulin domain 


0.0012 


16.6 


11 


2252- 
2313 


813 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


12 


2348- 
2412 


814 


DUF126 


Protein of unknown function DUF126 


0.08 


6.1 


1 


1-9 


814 


LRRNT 


Leucine rich repeat N-terminal domain 


3e-07 


26.4 


1 


28-56 


814 


LRR 


Leucine Rich Repeat 


0.0074 


12.4 


1 


58-81 


814 


Phage_holin_4 


Holin family 


0.73 


4.2 


1 


69-88 


814 


LRR 


Leucine Rich Repeat 


0.00054 


16.2 


2 


82-105 


814 


LRR 


Leucine Rich Repeat 


0.005 


12.9 


3 


106-129 


814 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


4 


130-153 


814 


LRR 


Leucine Rich Repeat 


0.00088 


15.5 


5 


154-177 


814 


LRR 


Leucine Rich Repeat 


0.0028 


13.8 


6 


186-209 


814 


LRRCT 


Leucine rich repeat C-terminal domain 


2.4e-13 


42.0 


1 


219-280 


814 


DUF909 


Bacterial protein of unknown function 


0.4 


5.7 


1 


432-451 


814 


ig 


Immunoglobulin domain 


0.0047 


14.3 


1 


490-553 


814 


ig 


Immunoglobulin domain 


1.2e-08 


35.2 


2 


588-647 


814 


NoIl_Nop2„Sun 


NOLl/NOP2/sun family 


0.28 


4.1 


1 


824-866 


814 


ig 


Immunoglobulin domain 


1.2e-05 


24.0 


3 


1663- 
1725 


814 


ig 


Immunoglobulin domain 


l.le-06 


27.9 


4 


1760- 
1822 


814 


ig 


Immunoglobulin domain 


6.2e-09 


36.3 


5 


1857- 
1919 


814 


CD2 


T-cell surface antigen CD2 protein 


0.19 


3.9 


1 


1896- 
1944 


814 


ig 


Immunoglobulin domain 


2.6e-09 


37.7 


6 


1956- 
2018 


814 


ig 


Immunoglobulin domain 


8.7e-06 


24.5 


7 


2053- 
2121 


814 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


8 


2156- 
2215 


814 


ig 


Immunoglobulin domain 


0.0018 


15.9 


9 


2254- 
2315 


814 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


10 


2352- 
2413 


814 


DNA__polJ8_2 


DNA polymerase type B, organeliar 
and 


0.018 


7.9 


1 


2369- 
2425 


814 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


2378- 
2400 


814 


ig 


Immunoglobulin domain 


0.0012 


16.6 


11 


2447- 
2508 


814 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


12 


2543- 
2607 


816 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 




93-168 


816 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 




94-107 


816 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 




95-110 


816 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 




134-180 


816 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 




172-258 


816 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 




264-306 


817 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 




93-168 


817 


DUF260 


Protein of unknown function DUF260 


0.64 


3,5 




94-107 


817 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 




95-110 
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817 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


1 


134-180 


817 


Apolipoprotein 


Apolipoprotein A1/A47E family 


0.011 


10.5 




172-258 


817 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 


1 


264-306 


818 


DUF717 


Protein of unknown function (DUF717) 


1 


4.0 




109-121 


818 


MHCI 


Class I Histocompatibility antigen, d 


0.69 


3.7 




226-239 


819 


Pox D5 


Poxvirus D5 protein-like 


1 


2.2 


1 


16-28 


819 


phoslip 


Phospholipase A2 


3.4e-49 


172.4 


1 


21-145 


819 


RPXJDNA_bindi 
ng 


RFX DNA-binding domain 


0.84 


2.9 


1 


50-57 


OO 1 

ozl 


MR MLE N 


Mandelate racemase / muconate lactoni 


1.6e-05 


17.0 




9-112 


qo i 
oil 


Peptidase_S26 


Signal peptidase I 


0.38 


3.8 




54-84 


©O 1 

ozl 


r^im^i* XT 
UtieK IN 


CheR methyltransferase, all-alpha dom 


0.4 


6.7 


1 


58-74 




MR MLE 


Mandelate racemase / muconate lactoni 


2.5e-08 


29.9 




191-253 


qoo 
ozz 


XT a r> 

NAP 


Nucleosome assembly protein (NAP) 


6e-191 


644.5 


1 


12-285 


ozz 


IjAI 


OAT domain 


0.27 


4.9 


1 


114-126 


soo 

OZZ 


JJUrllj 


Protem of unknown function DUFl 15 


0.76 


3.8 


1 


116-143 


qo _ 
ozi 


PPzC 


Protein phosphatase 2C 


3.4e-72 


250.0 


1 


107-383 


oZ4 


vwc 


______ ~[ T T* 1 1 ____*__. jl _Oi j • 

von Willebrand factor type C domain 


2.2e-10 


37.8 


1 


103-157 


oz4 


vwc 


von Willebrand factor type C domain 


4.7e-09 


33.1 




160-205 


BO/t 
oz4 


iLLa 


TILa domain 


0.24 


6.3 




183-200 


co^ 

OZ_> 


7tm 1 


7 transmembrane receptor (rhodopsin f 


1.4e-28 


84.3 




1-173 


oo< 
ozo 


7tm 1 


7 transmembrane receptor (rhodopsin f 


4.5e-49 


145.7 


1 


40-287 




EOr 


EGF-hke domain 


0.0067 


13.2 


1 


35-62 


B07 

oz/ 


DdL 


Delta serrate ligand 


0.48 


4.7 




47-62 


BOB 

ozo 


TJ _,, k AC 

Pox A4o 


Poxvirus A46 family 


0.55 


2.5 


1 


1-15 


SOB 
oZo 


ExoD 


Exopolysaccharide synthesis, ExoD 


0.82 


2.4 


1 


64-87 


BOB 

ozo 


KJtlOVjAr 


RhoGAP domain 


1.3e-53 


182.4 


1 


101-250 


BOB 

oZo 


beco 


Exocyst complex component Sec6 


0.97 


1.8 


1 


184-207 


BOO 

ozy 


Cud 


CUB domain 


l.le-33 


112.6 


1 


5-102 


oou 


t_*U_S 


CUB domain 


l.le-33 


112.6 


1 


5-102 


Ml 

OOl 


myosin_head 


Myosin head (motor domain) 


8.8e-76 


257.2 


1 


37-299 


B71 
Ml 


Air Dinaz 


P-loop ATPase protein family 


0.16 


4.9 


1 


126-139 


fin 
ool 


rKJv 


T_l_ __. 1 . ______ 1 | __ l* __ / T T • J ' t * 

Phosphonbulokinase / Undine kinase 


0.14 


5.2 


1 


128-139 


BIO 
OJZ 


myosin head 


Myosin head (motor domain) 


4.1e-90 


306.1 


1 


37-387 


BIO 
o_Z 


Air Dinaz 


P-loop ATPase protein family 


0.16 


4.9 


1 


126-139 


BIO 
O-Z 


rKJv 


Phosphonbulokinase / Undine kinase 


0.14 


5.2 


1 


128-139 


B1A 

0.54 


/tm j 


7TM chemoreceptor 


0.17 


1.1 


1 


37-49 


CIA 
6o4 


kazal 


Kazal-type serine protease inhibitor 


8.4e-08 


33.5 


1 


139-183 


fi14 
0.54 


thyroglobulin 1 


Thyroglobulin type-1 repeat 


4.1e-21 


80.3 


1 


316-379 


B7^ 

ooD 


Micro A star 


Microvirus A* protein 


0.16 


5.3 


1 


410-426 


fi 1*1 
o3D 


Coronavirus 5 


Coronavirus gene 5 protein 


0.91 


3.0 


1 


540-553 


fil^ 

OJJ 




RPEL repeat 


0.81 


5.4 


1 


540-550 


836 


Micro A star 


MiVmvirtic A* nrnt*»in 

VI IX VI \t V 11 Uo A Ui UlClIl 


U. 10 


D.J 




Ai n /to/: 
4IU-4Z0 


836 


Coronavirus 5 


Coronavirus gene 5 protein 


0.91 


3.0 




540-553 


836 


RPEL 


RPEL repeat 


0.81 


5.4 




540-550 


837 


BEX 


Brain expressed X-linked like family 


9.8e-86 


266.4 




14-125 1 


837 


ChaC 


ChaC-like protein 


0.2 


4.5 




67-92 


837 


IlvC 


Acetohydroxy acid isomeroreductase, c 


0.14 


5.9 




68-97 


838 


LRRNT 


Leucine rich repeat N-terminal domain 


4.1e-05 


19.3 




31-59 


838 


LRR 


Leucine Rich Repeat 


0.045 


9.7 




61-84 


838 


LRR 


Leucine Rich Repeat 


0.0026 


13.9 


3 


109-132 


838 


LRR 


Leucine Rich Repeat 


0.002 


14.3 


4 


133-156 


838 


LRR 


Leucine Rich Repeat 


0.0034 


13.5 


5 


157-180 
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Repeats 


Position 


OJO 


T PR 

i-avlv 


Leucine Rich Repeat 


0.00019 


17.8 


6 


181-204 


838 

OJO 


r rr 


Leucine Rich Repeat 


6.4e-05 


19.3 


7 


205-228 


838 


LRR 


Leucine Rich Repeat 


3.4e-05 


20.2 


8 


229-252 


OJO 


T PD 
L.KK 


Leucine Rich Repeat 


0.59 


6.0 


9 


253-276 


OJO 


f DD 


Leucine Rich Repeat 


9.3e-05 


18.8 


10 


277-300 


SIR 
OJO 


r dd 


Leucine Rich Repeat 


0.0022 


14.1 


11 


301-324 


OJO 


Scramblase 


Scramblase 


0.76 


1.7 


1 


313-322 


OJO 


L.KK 


Leucine Rich Repeat 


0.0001 


18.6 


12 


326-349 


OJO 




Leucine rich repeat C-terminal domain 


4.3e-13 


41.2 




359-405 


838 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 


1 


533-556 


o4U 


dUTPase 


dUTPase 


0.34 


6.2 




343-362 


841 


ank 


Ankyrin repeat 


0.00082 


16.7 


-j 


1-27 


OA 1 

841 


MM_CoA_mutas 
e 


Methylmalonyi-CoA mutase 


0.85 


1.9 


1 


9-43 


o4i 


ank 


Ankyrin repeat 


7.1e-07 


27.7 


2 


29-61 


841 


ank 


Ankyrin repeat 


2.3e-09 


36.6 


3 


130-162 


841 


ank 


Ankyrin repeat 


2.2e-10 


40.3 


4 


164-196 


841 


Myc_N term 


Myc amino-terminal region 


0.27 


3.6 




514-541 


O/f 1 

o41 


GAUM 

SAM 


SAM domain (Sterile alpha motif) 


1.3e-06 


25.0 


1 


588-640 


842 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3.5 


1 


21-36 


o4Z 


ApOJL 


Apolipoprotein L 


3.1e- 
195 


658.7 


1 


43-345 


847 


rluprl L/ 


HupH nydrogenase expression protein, 


0.99 


2.7 


1 


116-131 


849 

OHZ 


P»T fC v 71 Pi 

Uur/iV 


Family of unknown function (DUF710) 


0.48 


5.0 


1 


297-337 


843 


uurj /u 

-7 " 


Domain of unknown function 
(DUF370) 


1 


3.5 


1 


21-36 


843 


Apo.L 


Apolipoprotein L 


1.7e- 
194 


656.3 


1 


43-345 


843 


nupn w 


fiupH nydrogenase expression protein, 


0.99 


2.7 


1 


116-131 


843 


DTJF710 


Family of unknown function (DUF710) 


0.48 


5.0 


1 


297-337 


844 


T TtprofrlnKin 
\J tc-i UglUUlIl 


Uteroglobin family 


1 


3.3 


1 


1-16 


844 


DUF84 


Protein of unknown function DUF84 


0.098 


5.9 


1 


8-22 


844 




Staphylococcal protein of unknown fun 


0.78 


3.7 


1 


38-63 


§44 


Tail Y 


Phage Tail Protein X 


0.35 


5.8 


1 


45-56 


844 


Lys^^ 


LysM domain 


0.36 


6.9 


1 


48-56 


844 


Ig 


Immunoglobulin domain 


3e-07 | 


30.0 


1 


53-110 


844 


1 O" 


Immunoglobulin domain T 


1.8e-07 


30.9 


2 


150-216 


844 


1 a 
»g 


Immunoglobulin domain j 


2.9e-08 


33.8 


3 


255-310 


844 


lg 


Immunoglobulin domain 


4.6e-07 


29.3 


4 


350-417 


845 


u icrogi o Din 


Uteroglobin family 


1 


3.3 


1 


1-16 


845 


ni n?84 


Protein of unknown function DUF84 


0.098 


5.9 


1 


8-22 


84S 

OtJ 


Lf\jryo\J 


Staphylococcal protein of unknown fun 


0.78 


3.7 


1 


38-63 


"845" 


Tail X 


Phage Tail Protein X 


0 35 

V/.JJ 


5 8 

J.O 




A C CC 

45-56 


845 


LysM 


LysM domain 


0.36 


6.9 




48-56 


845 


ig 


Immunoglobulin domain 


3e-07 


30.0 




53-110 


845 


ig 


Immunoglobulin domain • 


1.8e-07 


30.9 


2 


150-216 


845 


ig 


Immunoglobulin domain j 


2.9e-08 


33.8 


3 


255-310 


845 1 


ig 


Immunoglobulin domain 


4.6e-07 


29.3 


4 


350-417 


845 


ig 


Immunoglobulin domain 


l.le-07 


31.6 


5 


456-516 


845 


ig 


Immunoglobulin domain 


8.8e-05 


20.8 


6 


553-617 


845 


APS kinase 


Adenylylsulphate kinase 


0.67 


2.8 


1 


593-609 


845 


fii3 


Fibronectin type III domain r 


0.75 


4.7 j 


1 


656-733 


845 


MAM 


MAM domain 


6.7e-77 


265.6 


1 


753-918 
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Repeats 
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OA C 

845 


ilzr 1 utr 


Transcription factor E2F/dimerisation 


0.56 


3.7 


1 


761-787 


840 


—p T> A T>D 

Zt-rAKr 


PoIy(ADP-ribose) polymerase and 

TVKT A T 

DNA-L 


0.61 


5.0 


1 


38-54 


S46 


Albicidin res 


Albicidin resistance domain 


0.49 


6.1 


i 


290-297 


OA£. 

840 


SPDY 


Domain of unknown function 
(DUF317) 


0.37 


5.2 


1 


361-374 


840 


CBF 


CBF/Mak21 family 


0.00014 


14.4 




417-450 


847 


CNH 


CNH domain 


0.00087 


13.7 


\ 


164-217 


847 


NHL 


NHL repeat 


0.14 


9.4 




204-229 


847 


Coprogen_oxidas 


Coproporphyrinogen III oxidase 


0.26 


1.9 


-j 


231-246 


847 


Qathrin 


Region in Clathnn and VPS 


0.0094 


11.5 


i 


404-445 


847 


ENTH 


ENTH domain 


0.31 


5.7 


i 


794-807 


847 


C2 


C2 domain 


2.2e-18 


63.6 


i 


797-876 


847 


PLA2_B 


Lysophospholipase catalytic domain 


9.1e-51 


178.0 


1 


1108- 
1317 


847 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family 


0.9 


2.9 


1 


1314- 
1325 


OAH 

847 


TAP42 


TAP42-like family 


1 ' 


2.0 


1 


1408- 
1413 


QA1 

847 


rLA2_B 


Lysophospholipase catalytic domain 


1.2e-12 


43.6 




1429- 
1551 


848 


T7XT r rT_r 


ENTH domain 


0.31 


5.7 


1 


43-56 


648 




C2 domain 


2.2e-18 


63.6 


1 


46-125 


ofo 


rLAZ is 


Lysophospholipase catalytic domain 


2.4e-53 


187.1 


1 


357-566 


0/10 


L>Uri88 


Uncharacterized BCR, Yail/YqxD 
family 


0.9 


2.9 


1 


563-574 


OHO 


T A P Art ~ 1 


TAP42-like family 


1 


2.0 




657-662 


848 


PLA2_B 


Lysophospholipase catalytic domain 


1.2e-12 


43.6 


\ 


678-800 


of y 


ofMr / 


SNF7 


1.3e-54 


191.6 


1 


18-178 




rJofD XT 

vjEId IN s 


PET1 12 family, N terminal region 


0.2 


4.6 


1 


135-146 


o*ty 


inierieuKin 


Interleukin-13 


0.24 


6.5 


1 


156-167 






Cytochrome P450 


2.9e-05 


15.6 


1 


25-112 




rnage attach 


Phage Head-Tail Attachment 


0.97 


1.6 




69-80 


851 


ig 


Immunoglobulin domain 


8e-09 


35.9 


i 


48-105 


OJ 1 


*g 


Immunoglobulin domain 


1.5e-12 


49.8 




169-227 


OJ 1 




Immunoglobulin domain 


2.3e-06 


26.7 




265-344 


831 


LD36 


CD36 family 


0.38 


3.9 


1 


377-402 


oM 


Neur_chan mem 

U 
0 


Neurotransmitter-gated ion-channel tr 


0.69 


2.3 


1 


392-401 


852 


ig 


Immunoglobulin domain 


8e-09 


35.9 


1 


44-101 


ojZ 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 




165-223 


852 


ig 


Immunoglobulin domain 


2.3e-06 


26.7 




261-340 


8jZ 


CD36 


CD36 family 


0.38 


3.9 


1 


373-398 


852 


New chan mem 
b 


Mpiirntrancmitf Pr_crotf>r1 Jam Aonnal +*• 

i^vuiuucuiaiiiuici-gdicu lon-cnannex xr 


A C€\ 

0.69 


2.3 




388-397 


853 


ig 


Immunoglobulin domain 


8e-09 


35.9 




44-101 


853 


bZIP Maf 


bZIP Maf transcription factor 


0.4 


4.3 




101-127 


854 


C2 


C2 domain 


1.8e-39 


134.8 




158-245 


854 


C2 


C2 domain 


8.3e-37 


125.8 




289-377 


855 


DUF1058 


Protein of unknown function 
(DUF1058) 


0.49 


2.3 




79-92 


855 


Pep_M12B_prop 
ep 


Reproiysin family propeptide 


7.2e-06 


18.8 




154-222 


855 


Reproiysin 


Reproiysin (M12B) family zinc metallo 


9.5e-18 


66.0 


2 


313-456 
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ID 
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Position 


855 


Mu-conotoxin 


Mu-Conotoxin 


0.94 


4.6 


-j 


356-377 


855 


Astacin 


Astacin (Peptidase family M12A) 


0.65 


3.4 


1 


389-402 


855 


fii2 


Fibronectin type II domain 


0.59 


3.4 




445-451 


855 


tsp_l 


Thrombospondin type 1 domain 


3e-16 


55.9 


1 


546-596 


855 


ADAM spacer 1 


ADAM-TS Spacer 1 


1.6e-49 


174.7 




702-813 


855 


DSL 


Delta serrate ligand 


0.38 


5.0 




794-812 


855 


tsp 1 


Thrombospondin type 1 domain 


0.0007 


14.6 


2 


832-844 


855 


zf-NF-Xl 


NF-X1 type zinc finger 


0.0071 


8.8 


2 


873-895 


855 


tsp_l 


Thrombospondin type I domain 


0.0028 


12.7 


3 


888-909 


855 


tsp_l 


Thrombospondin type 1 domain 


8.2e-08 


27.8 


4 


945-995 


855 


Reo_sigmaC 


Reovirus sigma C capsid protein 


0.73 


2.0 


1 


1216- 
1224 


855 


UPF0051 


Uncharacterized protein family (UPF00 


0.0073 


8.9 


1 


1284- 
1297 


855 


tspj 


Thrombospondin type 1 domain 


0.01 


10.8 


5 


1321- 
1364 


855 


tsp_l 


Thrombospondin type 1 domain 


0.0037 


12.3 


7 


1429- 
1471 


855 


tspj 


Thrombospondin type 1 domain 


3.4e-05 


19.0 


8 


1474- 
1530 


856 


Ifi-6-16 


Interferon-induced 6-16 family 


3.5e-07 


26.2 




21-44 


856 


CRCB 


CrcB-like protein 


0.18 


7.1 


-j 


27-45 


857 


GHMP_kinases 


GHMP kinases putative ATP-binding 
pro 


0.55 


1.9 


1 


81-129 


857 


abhydrolase 


alphafteta hydrolase fold 


0.02 


9.2 


1 


161-214 


857 


lipase 


Lipase 


0.64 


3.7 


1 


185-213 


857 


abhydrolase 


alpha/beta hydrolase fold 


0.0083 


10.5 




254-324 


857 


DLH 


Dienelactone hydrolase family 


0.4 


3.6 


I 


256-283 


857 


LIP 


Secretory lipase 


0.012 


8.6 


I 


265-290 


857 


UPF0227 


Uncharacterised protein family (UPF02 


0.38 


4.9 


1 


266-296 


857 


abhydrolase_2 


Phospholipase/Carboxylesterase 


0.015 


10.1 


1 


267-290 


857 


Peptidase M10 

N "~' I 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 


1 


296-317 


858 


GHMPJtinases 


GHMP kinases putative ATP-binding 
pro 


0.55 


1.9 


1 


74-122 


858 


abhydrolase 


alpha/beta hydrolase fold 


0.02 


9.2 


1 


154-207 


858 


lipase 


Lipase 


0.64 


3.7 


1 


178-206 


858 


abhydrolase 


alpha/beta hydrolase fold 


0.0083 


10.5 




247-317 


858 


DLH 


Dienelactone hydrolase family 


0.4 


3.6 


1 


249-276 


858 


LIP 


Secretory lipase 


0.012 


8.6 


1 


258-283 


858 


UPF0227 


Uncharacterised protein family (UPF02 


0.38 


4.9 


1 


259-289 


858 


abhydrolase 2 


Phospholipase/Carboxylesterase 


0.015 


10.1 


I 


260-783 


858 


Peptidase_M10_ 

XT 

IN 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 


1 


289-310 


859 


H-kinase dim 


Signal transducing histidine kinase, 


0.25 


6.8 




15-55 


859 


Collagen 


Collagen triple helix repeat (20 copi 


4.8e-08 


32.5 




244-284 


859 


Collagen 


Collagen triple helix repeat (20 copi 


3.3e-05 


21.8 




285-320 


859 


SRCR 


Scavenger receptor cysteine-rich doma 


6.6e-22 


78,9 




336-433 


859 


MBD 


Methyl-CpG binding domain 


0.52 


4.9 




365-389 


860 


CobS 


Cobalamin-5-phosphate synthase 


0.43 


3.4 




45-58 


860 


LGT 


Prolipoprotein diacylglyceryl transfe 


0.084 


6.6 




64-85 


860 


Collagen 


Collagen triple helix repeat (20 copi 


2.6e-07 


29.7 




304-344 


860 


Collagen 


Collagen triple helix repeat (20 copi 


3.3e-05 


21.8 


2 


345-380 


860 


SRCR 


Scavenger receptor cysteine-rich doma 


2.7e-34 


122.7 


1 


396-493 



WO 2004/080148 



PCTAJS2003/030720 



514 
TABLE 4B 



SEQ 
ID 


Model 
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Repeats 
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862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.73 


5.1 


1 


192-202 


862 


zf-C2H2 


Zinc finger, C2H2 type 


3.5e-05 


25.4 


1 


192-214 


862 


zf-C2H2 


Zinc ringer, C2H2 type 


1.3e-06 


31.2 


2 


220-242 


862 


zf-BED 


BED zinc finger 


0.33 


5.7 


1 


222-243 


862 


mRNA_cap_enzy 
me 


mRN A capping enzyme, catalytic 
domain 


0.56 


0.5 


1 


245-260 


862 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


2 


245-257 


862 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


3 


248-270 


862 


TFIIS 


Transcription factor S-II (TFIIS) 
- — t- i \ / 


0.89 


4.8 


3 


276-286 


862 


zf-C2H2 


Zinc finger, C2H2 type 


2e-06 


30.4 


4 


276-298 


862 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-05 


26.8 


5 


304-326 


862 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.56 


0.5 


2 


329-344 


862 


XPA_N 


XPA protein N-terminal 


0.78 


5.1 


4 


329-341 


862 


zf-C2H2 


Zinc finger, C2H2 type 


5.4e-07 


32.7 


6 


332-354 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.29 


6.5 


5 


360-370 


862 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


7 


360-382 


862 


XPA_N 


XPA protein N-terminal 


0.13 


7.8 


6 


385-397 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.57 


5.5 


6 


388-398 


862 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-07 


31.8 


8 


388-410 


862 


XPA N 


XPA protein N-terminal 


0.97 


4.8 


7 


413-425 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.14 


7.6 


7 


416-426 


862 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


9 


416-438 


862 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.38 


3.3 




428-449 


862 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


10 


444-466 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.054 


9.0 




472-482 


862 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


11 


472-494 


862 


zf-BED 


BED zinc finger 


0.64 


4.8 




477-495 


862 


DCi 


1/2 472 487.. 19 44 


0.16 


6.2 




500-515 


862 


zf-C2H2 


Zinc finger, C2H2 type 


0.00082 


19.9 


12 


500-523 


863 


Dorl 


Dorl-like family 


7e-203 


684.1 




197-553 


863 


bZIP 


bZIP transcription factor 


0.3 


6.3 


I 


224-246 


864 


Ul-C 


Ul small nuclear ribonucleoprotein C 


0.00024 


16.9 


I 


2-51 


864 


zf-CCCH 


Zinc finger C-x8-C-x5-C-x3-H type (an 


2.2e-09 


33.8 


I 


52-78 


865 


WD40 


WD domain, G-beta repeat 


4.2e-08 


31.1 


I 


202-238 


865 


WD40 


WD domain, G-beta repeat 


0.54 


6.3 




282-307 


866 


Felsl 


Fels-1 Propage Protein-like 


0.61 


5.8 


I 


361-376 


867 


aminotran 3 


Aminotransferase class-IE 


1.5e-40 


134.4 


I 


95-214 


867 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 




240-258 


867 


aminotran 3 


Aminotransferase class-Ill 


8.9e-66 


218.5 




281-509 


868 


aminotran 3 


Aminotransferase class-in 


1.2e-09 


31.3 


I 


52-111 


868 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


I 


137-155 


868 


aminotran 3 


Aminotransferase class-in 


8.9e-66 


218.5 




178-406 


869 


trypsin 


Trypsin 


4.5e-71 


220.5 




63-289 


870 


Glycos transf 1 


Glycosyl transferases group 1 


1.7e-17 


64.4 




144-239 


872 


MHYT 


Bacterial signalling protein N termin 


0.6 


4.2 




291-328 


873 


EGF 


EGF-like domain 


2.9e-07 


28.9 




7-43 


873 


laminin EGF 


Laminin EGF-like (Domains III and V) 


1 


4.3 




21-43 


873 


EGF 


EGF-like domain 


9.2e-10 


38.0 


2 


50-81 


873 


EGF 


EGF-like domain 


1.2e-07 


30.3 


3 


88-119 


873 


EGF 


EGF-like domain 


2.7e-ll 


43.5 


4 


126-157 


873 


EGF 


EGF-like domain 


5e-ll 


42.5 


5 


168-199 


873 


DSL 


Delta serrate ligand 


0.32 


5.2 


3 


190-199 


873 


EGF 


EGF-like domain 


0.0091 


12.7 


6 


209-234 
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Repeats 


Position 


873 


EGF 


EGF-like domain 


0.022 


11.3 


7 


243-267 


873 


EGF 


EGF-like domain 


5e-09 


35.3 


8 


280-311 


873 


EGF 


EGF-like domain 


1.3e-07 


30.2 


9 


319-350 


873 


Cripto 


Cripto growth factor 


0.11 


6.4 


2 


324-351 


873 


EGF 


EGF-like domain 


8.2e-ll 


41.8 


10 


358-389 


873 


Cripto 


Cripto growth factor 


0.00049 


14.6 


3 


363-390 


873 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.042 


9.1 


5 


378-390 


873 


EGF 


EGF-like domain 


4.6e-08 


31.8 


11 


396-427 


873 


lamininEGF 


Laminin EGF-like (Domains HI and V) 


0.25 


6.4 


6 


416-427 


873 


sushi 


Sushi domain (SCR repeat) 


Ue-06 


28.7 


1 


433-486 


873 


EGF 


EGF-like domain 


8.7e-09 


34.5 


12 


492-523 


873 


EGF 


EGF-like domain 


3.9e-09 


35.7 


13 


530-561 


873 


EGF 


EGF-like domain 


1.2e-07 


30.4 


14 


568-599 


873 


granulin 


Granulin 


1 


3.6 


2 


596-608 


873 


EGF 


EGF-like domain 


2.9e-07 


29.0 


15 


606-637 


873 


DSL 


Delta serrate ligand 


0.69 


4.1 


9 


627-637 


873 


m3 


Fibronectin type IE domain 


1.3e-10 


38.6 


1 


641-722 


873 


fh3 


Fibronectin type III domain 


8e-12 


42.8 


2 


740-823 


873 


m3 


Fibronectin type III domain 


1.2e-12 


45.7 


3 


839-921 


873 


EGF 


EGF-like domain 


5.8e-10 


38.7 


16 


1046- 
1077 


873 


Cripto 


Cripto growth fector 


0.047 


7.7 


5 


1051- 
1078 


875 


AdoHcyase 


S-adenosyl-L-homocysteine hydrolase 


2,2e-68 


222.4 


1 


81-217 


875 


AdoHcyase 


S-adenosyl-L-homocysteine hydrolase 


1.8e-55 


180.1 


2 


218-507 


875 


AdoHcyase NA 
D 


S-adenosyl-L-homocysteine hydrolase, 


2.2e- 
106 


363.6 


1 


267-428 


875 


TrkA-N 


TrkA-N domain 


0.023 


10.7 


1 


291-322 


875 


GlutR NAD bin 
d 


GIutamyl-tRNAGlu reductase, NAD(P) 
bi 


0.086 


8.1 


2 


337-353 


876 


UQ_con 


Ubiquitin-conjugating enzyme 


0.0058 


11.9 


1 


47-77 


877 


Prominin 


Prominin 


0 


1616. 
6 


1 


18-823 


877 


SPDY 


Domain of unknown function 
(DUF317) 


0.15 


6.5 


1 


80-93 


877 


DUF705 


Protein of unknown function (DUF705) 


0.98 


1.9 


1 


555-565 


878 


fibrinogen_C 


Fibrinogen beta and gamma chains, C-t 


7.6e-56 


190.6 


1 


146-382 


879 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


7.6e-56 


190.6 


1 


146-382 


880 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


7.6e~56 


190.6 


1 


146-382 


881 


DUF846 


Eukaryotic protein of unknown functio 


0.094 


4.8 


1 


83-113 


882 


DUF381 


Domain of unknown function 
(DUF381) 


0.48 


4.4 


1 


29-35 


883 


Trp_Tyr_perm 


Tryptophan/tyrosine permease family 


0.0026 


10.3 


1 


42-63 


883 


aa_permeases 


Amino acid permease 


8.4e-32 


115.8 


1 


48-371 


883 


Pox 15 


Poxvirus protein 15 


0.24 


6.0 


1 


162-179 


883 


serinecarbpept 


Serine carboxypeptidase 


0.41 


2.3 


1 


378-398 


884 


plcinase 


Protein kinase domain 


6.3e-09 


32.0 


1 


100-150 


884 


CtsR 


Firmicute transcriptional repressor o 


0.61 


3.9 


1 


146-157 


884 


pkinase 


Protein kinase domain 


1.3e-07 


27.2 


2 


151-181 


884 


Pox ser-thr kin 


Poxvirus serine/threonine protein kin 


0.31 


3.8 


1 


165-176 


884 


Herpes JJL3 


Herpesvirus UL3 protein 


0.72 


4.0 


1 


338-383 


884 


pkinase 


Protein kinase domain 


0.00084 


13.7 


3 


444-495 


884 


pkinase 


Protein kinase domain 


2.1e-05 


19.4 


4 


604-659 


885 


lectin c 


Lectin C-type domain 


9.9e-10 


40.5 


1 


47-107 
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886 


spectrin 


Spectrin repeat 


0.4 


5.5 


1 


1042- 
1095 ! 


887 


spectrin 


Spectrin repeat 


0.4 


5.5 


1 


1042- 
1095 


888 


Peptidase_M20 


Peptidase family M20/M25/M40 


5.2e-24 


86.6 


1 


55-295 


889 


sugartr 


Sugar (and other) transporter 


0.11 


5.5 


1 


47-103 | 


889 


OctopineJDH 


NAD/NADP octopine/nopaline 
dehydrogen 


0.26 


4.6 


1 


153-169 


889 


sugartr 


Sugar (and other) transporter 


3.7e-08 


28.6 




201-335 


890 


T4 deiodinase 


Iodothyronine deiodinase 


0.37 


4.0 


1 


168-179 


891 


ig 


Immunoglobulin domain 


8.5e-07 


28.3 




55-127 


891 


denso VP4 


Capsid protein VP4 


0.38 


2.7 


4 


57-69 


892 


bromodomain 


Bromodomain 


9.5e-45 


158.8 


1 


63-152 


892 


bromodomain 


Bromodomain 


3e-40 


143.5 




356-445 


892 


Alpha_adaptin C 


Alpha adaptin AP2, C-terminal domain 


0.48 


2.6 


-f 


395-407 


892 


Phage X 


Phage X family 


0.97 


3.7 


1 


438-469 


892 


eIF3c N 


Eukaryotic translation initiation fac 


0.51 


1.2 


1 


473-559 


892 


Viteliogenin_N 


Lipoprotein amino terminal region 


0.61 


1.5 


1 


484-539 


892 


Herpes U44 


Herpes virus U44 protein 


0.47 


3.1 


1 


515-529 


892 


MAGP 


Microfibril-associated glycoprotein ( 


0.82 


2.7 


1 


919-958 


893 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.23 


7.6 


1 


197-216 


893 


OLF 


Olfactomedin-like domain 


4.6e- 
121 


412.4 


1 


220-470 


893 


Phage X 


Phage X family 


0.57 


4.5 


1 


362-389 


893 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


0.86 


2.1 


1 


373-383 


893 


FeThRed B 


Ferredoxin thioredoxin reductase cata 


0.96 


2.3 


1 


377-393 


894 


kazal 


Kazal-type serine protease inhibitor 


1.7e-10 


44.0 


1 


88-132 


894 


efhand 


EFhand 


2.2e-05 


23.3 


1 


178-206 


894 


ig 


Immunoglobulin domain 


6.4e-06 


25.0 


1 


262-322 


894 


ig 


Immunoglobulin domain 


2e-09 


38.2 




354-414 


894 


SsgA 


Streptomyces sporuiation and cell div 


0.35 


5.9 


1 


541-549 


895 


aminotran 1 2 


Aminotransferase class I and II 


7.5e-20 


71.8 


1 


81-257 


895 


DegT_DnrJ_Ery 
CI 


DegT/DnrJ/EryCl/StrS 
aminotransferase 


1 


2.4 


1 


158-178 


895 


TPP_enzymes_C 


Thiamine pyrophosphate enzyme, C- 
term 


0.35 


3.3 


-f 


258-279 


896 


LIM 


LIM domain 


9.9e-09 


32.9 


1 


24-80 


896 


LIM 


LIM domain 


2e-13 


49.7 




83-134 


896 


LIM 


LIM domain 


5.3e-19 


69.5 




153-209 


896 


DUF866 


Eukaryotic protein of unknown functio 


0.035 


7.5 


1 


178-199 


896 


'LIM 


LIM domain 


7.5e-07 


26.3 




212-253 


896 


VHP | 


Villin headpiece domain 


4.6e-25 


77.5 


1 


538-573 


897 


T vtTR 


Lytir DMA-binding domain 


0.051 


9.5 




14-49 


897 


COX4 


Cytochrome c oxidase subunit IV 


0.61 


4.7 




188-207 


897 


pkinase 


Protein kinase domain 


2.9e- 
102 


349.9 




356-613 


897 


TMP 


TMP repeat 


0.37 


8.0 




579-589 


898 


DCX 


Doublecortin 


1.4e-12 


44.7 




130-194 


898 


LytTR 


LytTr DNA-binding domain 


0.051 


9.5 




201-236 


898 


COX4 


Cytochrome c oxidase subunit IV 


0.61 


4.7 




375-394 


898 


pkinase 


Protein kinase domain 


2.9e- 
102 ! 


349.9 




543-800 


898 


TMP 


TMP repeat ! 


0.37 


8.0 


1 


766-776 
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899 


glutaredoxin 


Glutaredoxin 


0.0052 


12.1 


1 


101-154 


899 


GST N 


Glutathione S-transferase, N-terminal 


0.053 


9.4 


1 


102-152 


899 


ArsC 


ArsC family 


0.59 


4.8 


1 


105-131 


899 


GST C 


Glutathione S-transferase, C-terminal 


0.00013 


17.6 


1 


278-370 


899 


UL21 


Herpesvirus UL21 


0.98 


0.3 


1 


301-329 


900 


Collagen 


Collagen triple helix repeat (20 copi 


2.4e-05 


22.3 


1 


27-60 


900 


Collagen 


Collagen triple helix repeat (20 copi 


1.5e~07 


30.6 




61-106 


900 


Clq 


Clq domain 


2.9e-72 


250.2 


1 


116-241 


900 


TOBE 


TOBE domain 


0.5 


6.3 


1 


207-226 


901 


Herpes_BMRF2 


Herpesvirus BMRF2 protein 


0.042 


7.2 


1 


8-26 


902 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.9e-09 


31.4 


1 


10-93 


902 


BRCT 


BRCA1 C Terminus (BRCT) domain 


1.4e-25 


87.3 




96-183 


902 


Sec6 


Exocyst complex component Sec6 


0.71 


2.3 


1 


367-395 


902 


BRCT 


BRCA1 C Terminus (BRCT) domain 


7.8e-18 


61.3 


3 


479-570 


902 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.7e-19 


65.1 




579-652 


902 


BRCT 


BRCA1 C Terminus (BRCT) domain 


2.3e-18 


63.0 




737-823 


902 


RinB 


Transcriptional activator RinB 


0.33 


5.4 


-( 


796-847 


902 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.028 


9.0 




846-881 


902 


Phage Coat A 


Phage Coat Protein A 


0.82 


3.9 


-f 


924-936 


903 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.9e-09 


31.4 


1 


10-93 


904 


Phage_X 


Phage X family 


0.71 


4.2 


1 


16-41 


904 


20G-FeII Oxy 


20G-Fe(II) oxygenase superfamily 


0.27 


6.0 


1 


195-273 


905 


LRR 


Leucine Rich Repeat 


0.0001 


18.6 


1 


4-27 


905 


LRRCT 


Leucine rich repeat C-terminal domain 


4.3e-13 


41.2 


1 


37-83 


905 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 


1 


211-234 


906 


ig 


Immunoglobulin domain 


7.9e-06 


24.7 


1 


25-79 


906 


COX17 


Cytochrome C oxidase copper 
chaperone 


0.68 


3.6 


1 


182-195 


907 


TB2JDP1_HVA 
22 


TB2/DP1,HVA22 family 


3.8e-34 


123.6 


1 


3-96 


yu/ 


JBLM2 


ELM2 domain 


0.53 


5.2 


1 


99-124 


OAO 

yuo 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 


1 


23-49 


Ana 

y\)o 


T nn 

LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 


1 


51-74 




Sal vir VRP3 


Salmonella virulence-associated 28kDa 


1 


3.8 




64-88 


908 


LRR 


Leucine Rich Repeat 


0.00012 


18.4 


-5 — 


75-98 


908 


LRR 


Leucine Rich Repeat 


0.0034 


13.5 




99-122 


908 


LRR | 


Leucine Rich Repeat 


9.9e-06 


22.1 


] 


123-146 


908 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 


j — 


156-208 


908 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 




224-283 


908 


ig 


Immunoglobulin domain 


3.8e-09 


37.1 




320-376 


908 


ig 


Immunoglobulin domain 


0.00083 


17.1 




416-472 


908 


BON 


Transport-associated domain 


0.14 


7.1 




477-489 


908 


ig 


Immunoglobulin domain 


2.8e-08 


33.9 


-J — 


533-590 




pec lyase N 


Pectate lyase, N terminus 


0.19 


3.9 




670-676 


908 


An__peroxidase 


Animal haem peroxidase 


Ue- 
193 


653.6 




770- 
1309 


908 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 




1037- 
1054 


908 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




1101- 
1109 


908 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 




1194- j 
1211 


908 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 




1245- 
1278 
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Pnsitinn 


908 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 




1257- 
1270 


908 


TILa 


TILa domain 


0.00018 


16.9 


| 


1438- 
1477 


908 


PSP94 


Beta-microseminoprotein (PSP-94) 


O.U 


8.0 




1439- 
1470 


908 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 




1439- 
1494 


909 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 


1 


54-80 


909 


LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 


1 


82-105 


909 


Sal vir VRP3 


Salmonella virulence-associated 28kDa 


1 


3.8 


1 


95-119 


909 


LRR 


Leucine Rich Repeat 


0.00012 


18.4 




106-129 


909 


LRR 


Leucine Rich Repeat 


0.0034 


13.5 




130-153 


909 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 




154-177 


909 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 


1 


187-239 


909 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 




255-314 


909 


ig 


Immunoglobulin domain 


3.8e-09 


37.1 




351-407 


909 


ig 


Immunoglobulin domain 


0.00083 


17.1 




447-503 


909 


BON 


Transport-associated domain 


0.14 


7.1 


1 


508-520 


909 


ig 


Immunoglobulin domain 


2.8e-08 


33.9 




564-621 


909 


pecjyase N 


Pectate lyase, N terminus 


0.19 


3.9 




701-707 


909 


An_peroxidase 


Animal haem peroxidase 


l.le- 
193 


653.6 




OVJ i- 

1340 


909 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2,6 




IUOO- 

1085 


909 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




1 139- 

1140 


909 


PeptidaseJZl 
^PetG 


Papain family cysteine protease 


0.76 


2.1 




1242 


909 




Cytochrome B6-F complex subunit 5 


0.51 


5.7 


j 


1276- 
1309 


909 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 




1288- 
1301 


909 


TILa 


TILa domain 


0.00018 


16.9 




1469- 
1508 


909 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 


I 


1470- 
1501 


909 


vwc 


von Willebrand fector type C domain 


2e-10 


38.0 


I 


1470- 
1525 


910 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 


"J 


23-49 


910 


LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 


I 


51-74 


910 


LRR 


Leucine Rich Repeat 


0.00032 


17.0 




75-98 


910 


LRR I 


Leucine Rich Repeat 


0.025 


10.6 


\ 


99-122 


yi\j 


T PD 


Leucine Rich Repeat 


0.00069 


15.8 




123-146 


910 


Ig 


Immunoglobulin domain 


1.3e-08 


35.1 




201-260 


910 


Ig 


Immunoglobulin domain 


3.8e-09 


37.1 




297-353 


910 


ig 


Immunoglobulin domain 


0.00083 


17.1 




393-449 


910 


BON 


Transport-associated domain 


0.14 


7.1 




454-466 


910 


ig 


Immunoglobulin domain 


0.47 


6.8 




514-532 


910 


An_peroxidase 


Animal haem peroxidase 


Lie- 
193 


653.6 




663- 
1202 


910 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 




930-947 


910 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




994- 
1002 
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910 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 




1087- 
1104 


910 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 


1 


1138- 
1171 


910 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 


1 


1150- 
1163 




i lLa 


TILa domain 


0.00018 


16.9 


1 


1331- 
1370 


oin 
y iK) 


ror:J4 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 


1 


1332- 
1363 


y lu 


VWC 


von Willebrand factor type C domain 


2e-10 


38.0 


1 


1332- 
1387 


911 


FOP 


cuF-like domain 


0.059 


9.8 


2 


47-59 


911 




EGF-like domain 


0.0036 


14.2 


3 


85-99 


911 


EGF 


EGF-like domain 


4.9e-08 


31.7 


4 


106-134 


01 1 

2*1 1 


POP 
cur 


EGF-like domain 


4.2e-10 


39.2 


5 


172-203 


01 1 


cur 


EGF-like domain 


0.00083 


16.5 


6 


210-245 


01 1 


larninin cur 


Laminin EGF-like (Domains HI and V) 


0.014 


10.8 


3 


216-247 


01 1 

y i 1 


laminin u 


Laminin G domain 


0.0021 


12.5 


1 


275-335 


911 


lazninin u 


Laminin G domain 


0.018 


9.3 


2 


386-401 


01 1 

y i 1 




Protein of unknown function, DUF604 


0.84 


2.9 


1 


390-412 


01 1 
y 1 1 


iaininin u 


Laminin G domain 


0.22 


5.5 


3 


483-541 


01 1 
yi i 


PHP 
nor 


EGF-like domain 


9.9e-ll 


41.5 


7 


574-605 


911 


PHP 
cor 


EGF-like domain 


0.43 


6.7 


8 


611-632 


01 1 


uur iuo/ 


Protein of unknown function 

/TYF TCI f\£T\ 

(DUF1067) 


0.79 


3.0 


1 


614-628 


911 


ialliUlIXl VJ 


Laminin G domain 


1.9e-05 


19.6 


4 


663-728 


911 


IVlCllUiooC 


Melibiase 


0.9 


2.3 


1 


740-755 


911 


laiiililill vjr 


Laminin G domain 


0.075 


7.2 


5 


773-788 


911 


POP ~" 


isur-like domain 


2.2e-09 


36.6 


9 


823-854 


911 


DSL 


Delta serrate ligand 


0.44 


4.8 


2 


844-854 


911 


EGF 


EGF-like domain 


6.4e-06 


24.1 


10 


861-892 


911 


PHP 
cur 


cW-Iike domain 


0.71 


5.9 


11 


901-933 


911 


JL/OJ-# 


Delta serrate ligand 


0.67 


4.2 


4 


923-933 


911 


EGF 


EGF-like domain 


3e-06 


25.3 


12 


940-971 


013 

7lJ 


Omega-atracotox 


Omega-atracotoxin 


0.43 


3.7 


1 


24-44 


013 


iVi 


M protein repeat 


0.28 


8.8 


1 


146-166 


913 


UPF0137 


Uncharacterised protein family (UPF01 


0.04 


7.4 


1 


322-347 


Q14 


T?TTo 

Kiia 


Regulatory subunit of type II PKA R-s 


le-14 


54.8 


1 


25-62 




oUKro 


Surfeit locus protein 6 


0.027 


7.2 


1 


42-113 


914 


cNMP binding 


Cyclic nucleotide-binding domain 


7.2e-31 


112.5 


1 


152-240 


OI A 


KNA__pol_Rpb2_ 


RNA polymerase Rpb2, domain 4 


0.28 


6.2 


1 


184-191 


914 


cNMP binding 


Cyclic nucleotide-hindinfr Hnmnin 


y.HQ-3Z 


1 1 C *7 

115.7 


2 


270-364 


914 


Methyltransf_l 


6-O-methylguanine DNA 
methyltransfera 


0.64 | 


4.3 


1 


325-337 


915 


DIL 


DIL domain 


1.8e-40 


144.6 


1 


214-323 


915 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


1.7e-14 


52.8 


1 


555-639 


916 


PLAT 


PLAT/LH2 domain 


9.8e-32 


109.3 


1 


2-111 ( 


916 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 


1 


121-647 


916 


DUF181 


Uncharacterized ACR, COG1944 


0.81 


2.4 


1 


247-258 


916 


PG_binding 1 


Putative peptidoglycan binding domain 


0.5 


5.6 


i 


420-436 
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y xo 


Fine 


Dihydroxnidine synthase (Dus) 


0.18 


4.6 




604-647 


917 


PLAT 


PLAT/LH2 domain 


9.8e-32 


109.3 


"1 


2-111 




lipoxygenase 


Lipoxygenase 


1.9e-48 


164.1 




112-293 


917 


DUF181 


Uncharacterized ACR, COG1944 


0.81 


2.4 


"1 


220-231 


918 


PLAT 


PLAT/LH2 domain 


9.8e-32 


109.3 


1 


2-111 


918 


lipoxygenase 


Lipoxygenase 


2.7e-57 


194.3 


1 


121-322 


ni o 
918 


DUF181 


Uncharacterized ACR, COG 1944 


0.81 


2.4 




249-260 


920 


TFIIS 


Transcription factor S-II (TFIIS) 


1 


4.6 


~I 


5-15 


920 


DUF536 


Protein of unknown function, DUF536 


0.19 


7.9 


i 


214-251 


920 


FCH 


Fes/CIP4 homology domain 


0.5 


5.6 


i 


259-278 


926 


DS 


Deoxyhypusine synthase 


0.53 


2.5 


i 


21-36 


926 


SH3BP5 


SH3 domain-binding protein 5 
(SH3BP5) 


0.097 


6.5 




82-102 




Aa_trans 


Transmembrane amino acid transporter 


3.5e- 
139 


472.5 


i 


114-517 


09A 


nerpes_U47 


Herpesvirus glycoprotein U47 


0.69 


1.1 


i 


141-158 


yzo 


Omega-atracotox 


Omega-atracotoxin 


0.35 


4.0 


i 


168-184 


09 


JJUrjoo 


Domain of unknown function 
(DUF588) 


0.58 


5.1 


i 


425-444 


09 


Oorll r 


Bacterial type II secretion system pr 


0.46 


3.6 


i 


438-455 




PicY 

r ISA 


Predicted permease 


0.35 


5.4 


i 


454-523 


097 


POP 

nor 


EGF-like domain 


0.024 


11.2 


i 


42-57 


097 


PfrP 

cur 


EGF-like domain 


1.3e-06 


26.6 


2 


60-88 


097 


POP 
nor 


nW-like domain 


1.2e-09 


37.5 


3 


95-128 


097 


onpio 


Cripto growth factor 


0.86 


3.4 


1 


101-132 


927 


loiiuiuii nor 


1/5 32 60.. 2 43 


0.025 


9.9 


2 


106-130 


097 


PHP 

nor 


EGF-like domain 


5.5e-07 


27.9 


4 


135-171 


097 


PfJP 
nor 


noF-hke domain 


le-10 


41.4 


5 


178-209 


097 


PR 


EB module 


0.26 


5.4 


1 


183-209 


097 


POP 

nor ; 


EGF-hke domain 


5e-08 


31.7 


6 ! 


216-247 


097 


HT TPOOA 


Protein of unknown function fDUF990 , i 


0.23 


5.3 


1 


302-336 


097 


MA PVPT 


Membrane-associating domain 


0.15 


5.8 


l 


305-333 


097 


PAP9 


PAP2 superfamily 


0.88 


3.7 


l 1 


311-334 


097 


V_/U11CU1 V 


Colicin V production protein 


0.98 


3.5 


l 


315-336 


09 R 


ornaun 


Oraatin 


0.59 


4.7 


1 


125-132 


928 


PP1 inhibitor 


PKC-activated protein phosphatase- 1 i 


0,78 


9 9 






929 


ank 


Ankynn repeat 


0.011 


12.7 




142-167 


930 


LRRNT 


Leucine rich repeat N-terminal domain 


0.39 


6.0 


-j 


66-86 


030 

sou 


TIT TP£ 


Integral membrane protein DUF6 


0.00023 


18.9 




86-129 


930 


DUF6 


Integral membrane protein DUF6 


7e-05 


20.9 




180-277 


931 


endotoxin 


delta endotoxin 


0.85 


2.3 




203-220 


932 


Lipoprotein 8 


Hypothetical lipoprotein (MG045 famil 


0.7 


1.1 




65-79 


933 | 


Peptidase M24 


metallopeptidase family M24 


2.2e-70 


244.0 




88-326 


933 


DUF120 


Domain Of Unknown •fiinr+irm httpioo 


0.089 


7.1 




169-180 


934 


Neurexophilin 


Neurexophilin 


2e-258 


804.9 




3-308 


934 
938 


NnrS 
L27 


NnrS protein 

L27 domain H 


0.47 


3.0 




8-21 


938 


Not3 


Notl N-terminal domain, CCR4-Not 
comp 


7.3e~19 
0.95 


69.4 
2.9 




13-68 
54-77 


938 

938 
938 
939 


PDZ 

CDC50 
DUF100 
D1E2 ALG10 


PDZ domain (Also known as DHR or 
GLGF 

LEM3 (hgand-erTect modulator 3) fami 
Protein of unknown function DUF100 
DIE2/ALG10 family 


8.1e-22 
1 

0.2 

7.6e-72 


78.5 

2.1 
4.1 
248.9 




93-172 

159-174 
175-188 
28-146 
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939 


DUF718 


Protein of unknown function (DUr^lS) 


0.64 


4.4 


1 


36-43 


939 


Gemini_mov 


Gemini virus putative movement 
protein 


0.42 


4.6 


1 


101-115 


940 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


1.3e-09 


36.2 


1 


61-128 


940 


RbsD FucU 


RbsD / FucU transport protein family 


0.53 


3.4 


1 


123-147 


940 


HemX 


HemX 


0.37 


3.5 


1 


142-173 


940 


rrm 


RNA recognition motif. (a.La, RRM, R 


4.6e-13 


48.6 


2 


186-253 


940 


rrm 


RNA recognition motif (a,k.a. RRM, R 


4.3e-13 


48.7 


3 


339-406 


940 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


1.4e-06 


25.5 


4 


456-524 


941 


CjripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


60-77 


941 


Bowman- 
Birkjeg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


69-84 


941 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


81-94 


941 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


99-127 


941 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


118-139 


941 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


139-173 


941 


TEL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


152-179 


941 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


154-159 


941 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


179-212 


941 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


224-259 


941 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


403-547 


942 


CjripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


65-82 | 


942 


Bowman- 
Birkjeg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


74-89 


942 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


86-99 


942 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


104-132 


942 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


123-144 


942 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


144-178 


942 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


157-184 


942 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


159-164 


942 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


184-217 


942 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


229-264 


942 


MAM 


MAM domain j 


3.5e-41 


147.0 


1 


408-552 


943 


PHD 


PHD-finger 


3.4e-14 


45.7 


1 


85-128 


943 


bromodomain 


Bromodomain 


5.4e-12 


44.0 


1 


149-235 


943 


PHD 


PHD-finger 


0.61 


3.9 


2 


260-272 


943 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


269-312 


943 


GatB 


PET1 12 family, C terminal region 


0.64 


5.1 


1 


288-303 


943 


TH1 


TH1 protein 


0.91 


0.2 


1 


640-653 


943 


SP2 


Structural protein 2 


0.42 


1.1 


1 


904-922 


943 


zf-B box 


B-box zinc finger 


0.12 


9.1 


1 


974-989 


943 


zf-MYND 


MYND finger 


5.3e-ll 


35.7 


1 


977- 
1011 


944 


PHD 


DUD -fin rror 

rriLJ-iinger 


3.4e-14 


45.7 


1 


85-128 


944 


bromodomain 


Bromodomain 


5.4e-12 


44.0 


1 


149-235 


944 


PHD 


PHD-finger 


0.61 


3.9 


2 


260-272 


944 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


269-312 


944 


GatB 


PET1 12 family, C terminal region 


0.64 


5.1 


1 


288-303 


944 


TH1 


TH1 protein 


0.91 


0.2 


1 


640-653 


945 


PHD 


PHD-finger 


3.4e-14 


45.7 


1 


85-128 


945 


bromodomain 


Bromodomain 


5.4e-12 


44.0 


1 


149-235 


945 


PHD 


PHD-finger 


0.61 


3.9 


2 


260-272 


945 1 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


269-312 


945 


GatB 


PET112 family, C terminal region 


0.64 


5.1 


1 | 288-303 
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945 


TH1 


TH1 protein 


0.91 


0.2 


1 


640-653 


945 


SP2 


Structural protein 2 


0.42 


1.1 


1 


950-968 


945 


zf-BJx>x 


B-box zinc finger 


0.12 


9.1 


1 


1020- 
1035 


945 


zf-MYND 


MYND finger 


5.3e-ll 


35.7 


1 


1023- 
1057 


946 


PHD 


PHD-finger 


3.4e-l4 


45.7 


1 


90-133 


946 


broraodomain 


Bromodomain 


5.4e-12 


44.0 


1 


154-240 


946 


PHD 


PHD-finger 


0.61 


3.9 


2 


265-277 


946 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


274-317 


946 


GatB 


PET1 12 family, C terminal region 


0.64 


5.1 


1 


293-308 


946 


TH1 


TH1 protein 


0,91 


0.2 


1 


645-658 


946 


SP2 


Structural protein 2 


0.42 


1.1 


1 


955-973 


946 


zf-BJ>ox 


B-box zinc finger 


0.12 


9.1 


1 


1025- 
1040 


946 


zf-MYND 


MYND finger 


5.3e-ll 


35.7 


1 


1028- 
1062 


947 


Urotensin II 


Urotensin II 


0.36 


5.4 


1 


362-372 


947 


fo2 


Fibronectin type II domain 


0.55 


3.5 


1 


363-371 


950 


Terminase 5 


Putative ATPase subunit of terminase 


0.87 


0.7 


1 


7-20 


950 


ion trans 


Ion transport protein 


3.9e-08 


29.8 


1 


345-518 


950 


SirB 


Invasion gene expression up-regulator 


0.2 


6.0 


1 


350-366 


950 


Pept_Cl-like 


Peptidase Cl-like family 


0.88 


1.2 


1 


549-569 


950 


BK_channel_a 


Calcium-activated BK potassium 
channe 


5.1e-07 


22.5 


1 


598-702 


950 


zf-CHC2 


CHC2 zinc finger 


0.76 


4.9 


1 


739-769 


950 


Alpha adaptin C 


Alpha adaptin AP2, C-terminal domain 


0.31 


3.1 


1 


894-900 


950 


CPSase_LJD3 


Carbamoyl-phosphate synthetase large 


0.72 


1.1 


1 


1086- 
1098 


950 


BK_channel_a 


Calcium-activated BK potassium 
channe 


0.029 


5.8 


2 


1132- 
1171 


951 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


3.2e-37 


116.5 


1 


80-198 


951 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


l.le-88 


304.8 


1 


210-409 


951 


Fragilysin 


Fragilysin metallopeptidase (M10C) en 


0.28 


3.8 


1 


342-355 


951 


Peptidase M46 


Pregnancy-associated plasma protein-A 


0.056 


5.5 


1 


345-355 


951 


disintegrin 


Disintegrin 


1.7e-39 


134.2 


1 


426-501 


951 


EGF 


EGF-like domain 


0.95 


5.4 


1 


631-654 


953 


ank 


Ankyrin repeat 


4.4e~06 


24.9 


1 


151-179 


953 


ank 


Ankyrin repeat 1 


6.9e-09 


35.0 


2 


183-215 


953 


ank 


Ankyrin repeat 


0.15 


8.6 


3 


216-248 


953 


ank 


Ankyrin repeat 


9.7e-10 


38.0 


4 


250-782 


953 


ank 


Ankyrin repeat 


0.00014 


19.5 


5 


283-328 


953 


LolA 


Outer membrane lipoprotein carrier pr 


1 


3.0 


1 


309-332 


953 


ank 


Ankyrin repeat 


3.8e-08 


32.3 


6 


329-361 


953 


ank 


Ankyrin repeat 


0.49 


6.8 


7 


362-394 


954 


interferon 


Interferon alpha/beta domain 


7.5e-42 


144.5 




16-105 


955 


ShTK 


ShTK domain 


0.46 


4.9 




67-74 


955 


NADHdh 


NADH dehydrogenase 


0.84 


3.4 




123-142 


956 


adh short 


short chain dehydrogenase 


7.6e-27 


92.5 




31-137 1 


956 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


0.059 


5.9 




70-87 


956 


Pexl4_N 


Peroxisomal membrane anchor protein 


0.21 


5.0 


1 


95-105 
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956 


CitF 


Citrate lyase, alpha subunit (CitF) 


0.99 


1.7 


1 


124-133 


956 


adh short 


short chain dehydrogenase 


6.2e-ll 


37.7 


2 


138-188 


957 


thiored 


Thioredoxin 


1 


4.4 




69-96 


957 


Evrl_Alr 


Ervl/ Air family 


5.1e-17 


62.5 


1 


354-441 


957 


GAF 


GAF domain 


0.48 


5.6 




380-401 


957 


TFHS 


Transcription factor S-II (TFI1S) 


0.14 


7.6 


1 


394-406 


958 


acid_phosphat 


Histidine acid phosphatase 


6.4e-36 


125.6 




32-179 


958 


acidjrfiosphat 


Histidine acid phosphatase 


8.5e-24 


83.0 




205-381 


958 


NicO 


High-affinity nickel-transport protei 


0.99 


2.9 




398-416 


959 


serpin 


Serpin (serine protease inhibitor) 


8.5e- 
197 


663.9 




1-329 


960 


serpin 


Serpin (serine protease inhibitor) 


6.8e-87 


295.8 




45-191 


960 


serpin 


Serpin (serine protease inhibitor) 


1.7e- 
116 


396.7 




192-397 


961 


serpin 


Serpin (serine protease inhibitor) 


1.6e-63 


216.1 




45-158 


961 


serpin 


Serpin (serine protease inhibitor) 


5e-139 


472.0 




159-397 


962 


serpin 


Serpin (serine protease inhibitor) 


4.5e- 
151 


512.0 


1 - 


45-300 


962 


Molydopjjindin 
g 


Molydopterin dinucleotide binding 
dom 


0.89 


4.1 


I 


289-309 


962 


serpin 


Serpin (serine protease inhibitor) 


4.9e-56 


190.5 




301-397 


963 


OprB 


Carbohydrate-selective porin, OprB fa 


0.047 


6.5 


I 


16-33 


963 


Alliinase_C 


Allinase, C-terrninal domain 


0.63 


4.1 


\ 


45-58 


963 


Adeno E1A 


Early E1A protein 


0.33 


2.4 




237-251 


964 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


2.4e-47 


148.0 


J 


112-220 


964 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


1.9e-96 


330.6 




232-426 


964 


Astacin 


Astacin (Peptidase family M12A) 


0.21 


5.0 


I 


366-380 


964 


Phi 1 


Phosphate-induced protein 1 conserved 


0.51 


3.3 


I 


414-426 


964 


disintegrin 


Disintegrin 


5.8e-23 


78.5 


I 


444-517 


964 


CBM 10 


Cellulose or protein binding domain 


0.47 


6.8 


I 


481-499 


964 


EGF 


EGF-like domain 


0.21 


7.8 




664-693 


965 


Uteroglobin 


Uteroglobin family 


6.6e-09 


29.8 


I 


1-88 


966 


7tm 2 


7 transmembrane receptor (Secretin fa 


0.96 


2.6 


I 


19-38 


966 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


2.2e-93 


315.4 


I 


48-483 


966 


El 


Papillomavirus helicase 


0.36 


4.3 


I 


76-92 


966 


PLRV_ORF5 


Potato leaf roll virus readthrough pr 


0.72 


1.6 


I 


143-161 


966 


Nicastrin 


Nicastrin 


0.65 


1.6 


I 


146-171 


966 


DUF462 


Protein of unknown function, DUF462 


0.55 


4.7 


I 


371-390 


966 


Adeno E3B 


Adenovirus E3B protein 


0.7 


3.6 




495-502 


967 


Clq 


Clq domain 


6.1e-44 


156.1 




73-202 


968 


Ornatin 


Ornatin 


0.55 


4.8 


4 — 


99-106 


969 


Ornatin 


Ornatin 


0.55 


4.8 




134-141 


969 


Spo7 | 


Spo7-like protein 


1 


1.5 




405-417 


969 


MARVEL | 


Membrane-associating domain 


0.37 


4.5 




487-526 


969 


DUF202 


Domain of unknown function DUF 


0.23 


5.7 




493-518 


970 


ig 


Immunoglobulin domain 


0.0038 


14.6 




41-124 


970 


ig 


Immunoglobulin domain 


0.00023 


19.2 




163-230 


970 


Gag p30 


Gag P30 core shell protein 


3.6e-08 


28.0 




452-491 


970 


zf-CCHC 


Zinc knuckle 


8.8e-07 


27.8 




523-540 


971 


Prefoldin 


Prefoldin subunit 


0.66 


5.0 




179-206 


971 


SerylJRNA_N 


Seryl-tRNA synthetase N-terminal 
doma 


0.92 


5.7 




179-196 
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971 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.12 


6.6 


1 


181-203 


971 


pentaxin 


Pentaxin family 


2.3e-26 


91.1 


1 


302-464 


971 


Avirulence 


Xanthomonas avirulence protein, Avr/P 


0.07 


3.6 


1 


439-453 


972 


ArsA ATPase 


Anion-transportinE ATPase 


0.87 


2.4 


1 


59-69 


972 


TSPN 


Thrombospondin N-terminal -like 
domai 


0.88 


2.7 


1 


223-255 


972 


RHS repeat 


RHS Repeat 


0.00085 


15.6 


2 


239-266 


972 


RHS repeat 


RHS Repeat 


6.6e-05 


19.5 


4 


314-367 


973 


bZIP 


bZIP transcription factor 


0.00024 


17.2 


1 


623-^86 


973 


integrase_DNA 


DNA binding domain of tn916 
integrase 


0.38 


63 


1 


657-693 


973 


CarD TRCF 


CarD-like/TRCF domain 


0.54 


4.5 


1 


708-728 


974 


WD40 


WD domain, G-beta repeat 


0.05 


9.9 


1 


2-27 


974 


DUF596 


Protein of unknown function, DUF596 


0.84 


3.7 


1 


63-76 


974 


WD40 


WD domain, G-beta repeat 


0.29 


7.2 


3 


76-109 


974 


denso VP4 


Capsid protein VP4 


0.81 


1.5 


1 


355-364 


974 


TPR 


TPR Domain 


0.1 


9.1 


1 


742-767 


974 


Paramyxo C 


Paramyxovirus non-structural protein 


0.74 


2.8 


1 


784-800 


974 


Xyloseisom 


Xylose isomerase 


0.4 


3.2 


1 


796-811 


974 


TPR 


TPR Domain 


0.083 


9.4 


2 


962-990 


974 


U-box 


U-box domain 


0.036 


6.5 


1 


1294- 
1308 


975 


cofilin ADF 


Cofilin/tropomyosin-type actin-bindin 


0.97 


4.0 


1 


6-18 


975 


Phage^CH 


Bacteriophage CII protein 


1 


3.9 


1 


229-243 


975 


ion trans 


Ion transport protein 


0.0048 


11.5 


1 


247-408 


975 


Sarcolipin 


Sarcolipin 


0.56 


5.3 


1 


362-390 


976 


cofilin ADF 


Cofilin/tropomyosin-type actin-bindin 


0.97 


4.0 


1 


6-18 


976 


Phage„CH 


Bacteriophage CII protein 


1 


3.9 


1 


303-317 


976 


ion trans 


Ion transport protein 


0.0048 


11.5 


1 


321-482 


976 


Sarcolipin 


Sarcolipin 


0.56 


5.3 


1 


436-464 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.083 


11.8 


1 


4-27 


977 


zf-C2H2 


Zinc ringer, C2H2type 


0.00081 


19.9 


2 


108-131 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.07 


12.1 


3 


162-185 


977 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.45 


3.1 J 


1 


238-248 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.28 


9.7 


5 


439-462 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.0026 


17.9 


7 


600-623 


977 


zf-C2H2 


Zinc finger, C2H2 type . 


0.047 


12.8 


9 


886-908 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.66 


8.2 


11 


1030- 
1053 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.025 


13.9 


14 


1265- 
1288 


977 


adenoJTiber 


Adenoviral fibre protein (knob domain 


0.076 


3.5 


1 


1349- 
1357 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.023 


14.1 


17 


1470- 
1493 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.031 


13.5 


19 


1577- 
1600 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.022 


14.1 


20 


1660- 
1683 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0044 


16.9 


23 


1892- 
1914 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.41 


9.0 


24 


1968- 
1990 


977 


DC1 


DC1 domain 


0.68 


4.3 


2 


2049- 
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2064 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0039 


17.2 


25 


2051- 
2073 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0014 


18.9 


26 


9085- 
2107 . 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0094 


15.6 


27 


2114- 
2137 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.041 


13.0 


28 


2143- 
2166 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.033 


13.4 


30 


2280- 
2303 


977 


TFIID-31 


Transcription initiation factor IID, 


0.28 


5.7 


1 


2300- 
2315 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.14 


10.9 


31 


2314- 
2336 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0018 


18.6 


32 


2360- 
2382 


977 


zf-C2H2 


16/34 1369 1392 .. 1 24 


0.016 


14.7 


33 


2388- 
2411 


977 


HistoneJHNS 


H-NS histone family 


0.85 


4.7 


1 


2423- 
2434 


977 


zf-C2H2 


16/34 1369 1392 .. 1 24 


3.6e-05 


25.4 


34 


2474- 
2496 


977 


PdxA 


Pyridoxal phosphate biosynthetic prot 


0.41 


4.2 


1 


2540- 
2561 


980 


IGFBP 


Insulin-like growth factor binding pr 


0.017 


10.0 


1 


24-56 


980 


kazal 


Kazal-type serine protease inhibitor 


9.3e-07 


29.4 


1 


71-117 


980 


trypsin 


Trypsin 


4.2e-24 


74.5 


1 


167-326 


980 


LSM 


LSM domain 


0.27 


7.4 


1 


186-209 


980 


DUF771 


Domain of unknown function 
JDUF771) 


0.21 


5.2 


1 


307-322 


980 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


7.1e-14 


50.6 


1 


332-427 


981 


asp 


Eukaryotic aspartyl protease 


6.6e-35 


123.8 


1 


19-112 


981 


trans_reg_C 


Transcriptional regulatory protein, C 


0.019 


11.1 


1 


27-55 


981 


asp 


Eukaryotic aspartyl protease 


1.8e-23 


83.1 


2 


165-239 


981 


asp 


Eukaryotic aspartyl protease 


0.0003 


14.7 


3 


240-268 


981 


asp 


Eukaryotic aspartyl protease 


1.7e-48 


171.3 


4 


295-421 


984 


Zn_carbOpept 


Zinc carboxypeptidase 


1.2e-76 


259.4 


1 


48-249 


984 


APC basic 


APC basic domain 


0.53 


2.7 


1 


279-292 


985 


Zn_carbOpept 


Zinc carboxypeptidase 


1.2e-76 


259.4 


1 


48-249 


985 


APC basic 


APC basic domain 


0.53 


2.7 


1 


279-292 


986 


NifU N 


NifTJ-like N terminal domain 


1.7e-80 


277.6 


1 


34-160 


987 


SNF7 


SNF7 


6.6e-65 


225.8 


1 


108-277 


987 


Glyco tran 28 C 


Glycosyltransferase family 28 C-termi 


0.71 


3.8 


1 


171-201 


988 


Rzl 


Lipoprotein Rzl precursor 


0.92 


4.2 


1 


1-35 


988 


UPAR LY6 


u-PAR/Ly-6 domain 


6.4e-06 


29.8 


1 


28-110 


990 


zf-C2H2 


Zinc finger, C2H2type 


0.00035 


21.4 


1 


53-78 


990 


zf-C2H2 


Zinc finger, C2H2 type 


0.012 


15.2 


2 


87-114 


990 


zf-C2H2 


Zinc finger, C2H2 type 


0.0039 


17.1 


3 


120-144 


991 


pkinase 


Protein kinase domain 


3.2e-90 


309.9 


1 


20-312 


991 


Glyco_hydro_15 


Glycosyl hydrolases family 15 


0.18 


4.4 


1 


472-522 


992 


Prefoldin 


Prefoldin subunit 


0.12 


7.6 


1 


5-44 


992 


spectrin 


Spectrin repeat 


0.00067 


15.0 


1 


59-121 
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992 


spectrin 


Spectrin repeat 


5.4e-06 


22.2 


2 


124-226 


992 


DUF16 


Protein of unknown function DUF16 


0.67 


3.9 




202-250 


992 


spectrin 


Spectrin repeat 


5.2e-07 


25.7 




229-340 


992 


GSPII E N 


GSPII E N-terminal domain 


0.07 


7.7 




265-290 


992 


spectrin 


Spectrin repeat 


2.8e-05 


19.8 




343-449 


992 


TelA 


Toxic anion resistance protein (TelA) 


0.75 


3.2 




405-437 


992 


spectrin 


Spectrin repeat 


2e-06 


23.7 




452-538 


992 


spectrin 


Spectrin repeat 


3.1e-13 


47.2 




781-888 


992 


DCP2 


Dcp2, box A domain 


0.57 


4.2 




823-837 


992 


MutS n 


MutS domain II 


0.91 


3.5 




840-869 


992 


SAA_proteins 


Serum amyloid A protein 


0.07 


6.0 




866-883 


993 


LysE 


LysE type translocator 


0.02 


8.8 




127-147 


994 


Collagen 


Collagen triple helix repeat (20 copi 


9.2e-07 


27.7 




76-118 


994 


Clq 


Clq domain 


8e-32 


115.9 




160-284 


995 


Allantoicase 


Allantoicase repeat 


2.1e-75 


257.1 




1-136 


995 


Allantoicase 


Allantoicase repeat 


6.6e-58 


197.5 




159-319 


996 


DNA ligase A 
C 


ATP dependent DNA ligase C terminal 
r 


0.67 


5.4 




11-34 


996 


ig 


Immunoglobulin domain 


0.00019 


19.5 




37-151 


996 


ig 


Immunoglobulin domain 


0.15 


8.7 




182-243 


996 


ig 


Immunoglobulin domain 


0.0031 


15.0 




275-335 


996 


SK_channel 


Calcium-activated SK potassium 
channe 


0.035 


7.1 




363-383 


997 


PH 


PH domain 


2.4e-24 


81.6 




23-133 


997 


HS2ST 


Heparan sulfate 2-O-sulfotransferase 


0.27 


4.4 




140-162 


997 


LMP 


LMP repeated region 


0.0012 


14.2 




160-181 


997 


DUF603 


Protein of unknown function, DUF603 


0.04 


6.4 




173-187 


997 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.32 


7.2 




173-187 


997 


IQ 


IQ calmodulin-binding motif 


5e-05 


20.1 




206-226 


997 


RhoGEF 


RhoGEF domain 


1.2e-69 


236.9 




247-428 


997 


DUF674 


Protein of unknown function (DUF674) 


0.82 


1.4 




275-285 


997 


Stigl 


Stigma-specific protein, Stigl 


0,6 


2.3 




376-421 


997 


PH 


PH domain 


2.3e-13 


45.3 




460-588 


997 


RasGEFN 


Guanine nucleotide exchange factor fo 


l.le-19 


71.3 




633-688 


997 


RasGEF 


RasGEF domain 


7.2e-89 


305.4 




999- 
1184 


997 


Adenojterminal 


Adenoviral DNA terminal protein 


1 


1.7 




1175- 
1207 


998 


DUF630 


Protein of unknown function (DUF630) 


0.7 


4.3 




692-705 


998 


FGF 


Fibroblast growth factor 


0.37 


4.4 




728-743 


998 


tRNA-synt_2 


tRNA synthetases class II (D, K and N 


0.74 


3.5 




754-766 


998 


Omega-atracotox 


Omega-atracotoxin 


0.15 


5.1 




859-866 


999 


K tetra 


K+ channel tetramerisation domain 


2e-34 


121.3 




26-114 


999 


BTB 


BTB/POZ domain 


0.0015 


14.2 




74-125 


1000 


PXA 


PXA domain 


0.01 


10.2 




84-104 


1000 


Vps52 


Vps52/Sac2 family 


0 


1099. 
3 




94-601 


1000 


trp syntA 


Tryptophan synthase alpha chain 


0.78 


3.1 




173-210 


1000 


DUF965 


Bacterial protein of unknown function 


0.33 


4.5 




285-298 


1000 


Vps53 N 


Vps53-like, N-terminal 


0.93 


2.7 




565-585 


1001 


PHD 


PHD-finger 


3.8e-06 


20.3 




1-24 


1001 


rubredoxin 


Rubredoxin 


0.55 


5.9 




14-28 


1001 


Orbi NS3 


Orbivirus NS3 


0.83 


2.8 




435-458 


1001 


NosL 


NosL 


0.29 


4.9 




1297- 
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1321 


1001 


NAC 


NAC domain 


0.76 


5.5 


1 


1343- 
1365 


1001 


DUF240 


MG032/MG0967MG288 family 2 


0.17 


6.7 


1 


1369- 
1384 


1002 


RecR 


RecR protein 


0.97 


6.3 


-j 


104-118 


1002 


zf-C3HC4 


Zinc finger, C3HC4 type (RING ranger) 


2e-09 


26.7 




108-147 


1002 


DC1 


DC1 domain 


0.045 


7.9 


1 


184-213 


1002 


PHD 


PHD-finger 


6.5e-21 


66.9 




185-233 


1002 


zf-MYND 


MYND finger 


0.7 


4.3 


1 


186-204 


1002 


rubredoxin 


Rubredoxin 


0.55 


5.9 


1 


223-237 


1002 


Orbi NS3 


OrbivirusNS3 


0.83 


2.8 


4 — 


644-667 


1002 


NosL 


NosL 


0.29 


4.9 




1506- 
1530 


1002 


NAC 


NAC domain 


0.76 


5.5 


-j — 


1552- 
1574 


1002 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 


1 — 


1578- 
1593 


1003 


Patched 


Patched family 


0.069 


4.7 


i 


405-442 


1003 


ISAV HA 


Infectious salmon anaemia virus haema 


0.23 


3.2 


i 


716-738 


1003 


WD40 


WD domain, G-beta repeat 


0.00019 


18.3 


i 


767-802 


1003 


WD40 | 


WD domain, G-beta repeat 


0.71 


5.9 


2 


958-992 


1003 


WD40 


WD domain, G-beta repeat 


4.2e-05 


20.6 


3 


1069- 
1104 


1003 


WD40 


WD domain, G-beta repeat 


4.1e-09 


34.6 


4 


1109- 
1145 


1003 


WD40 


WD domain, G-beta repeat 


0.0012 


15.6 


5 


1150- 
1185 


1004 


zz 


Zinc finger, ZZ type 


le-12 


48.2 


1 


3-48 


1004 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


4.2 


1 


77-84 


1004 


zf-C2H2 


Zinc finger, C2H2 type 


0.00067 


20.3 


1 


78-101 


1004 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.6 


1 


93-113 


1004 


SPDY 


Domain of unknown function 
(DUF317) 


0.6 


4.4 


1 


117-131 


1004 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 


1 


312-328 


1006 


C2 


C2 domain 


7e-08 


28.1 


1 


189-259 


1006 


HHE 


Domain of Unknown function 


0.13 


7.5 


1 


216-235 


1006 


C2 


C2 domain 


1.3e-18 


64.3 




304-394 


1007 


RmuC 


RmuC family 


0.79 


3.1 


1 


4-34 


1007 


IBN NT 


Importin-beta N-terminal domain 


2.1e-27 


99.5 


1 


22-101 


1007 


Peripla BP like 


Periplasmic binding proteins and suga 


0.21 


4.7 


1 


130-161 


1008 


Lasl 


Lasl -like 


1.6e-94 


320.7 


1 


38-186 


1008 


MuDR 


MuDR family transposase 


0.17 


5.5 


1 


214-246 


1008 


BAR 


BAR domain 


0.21 


5.2 




330-346 


1008 


Adeno E1B 19K 


Adenovirus E1B 19K protein / small t- 


0.43 


4.6 




517-541 


1008 


META 


Domain of unknown function (306) 


0.7 


5.7 




615-648 


1009 


PH 


PH domain 


4e-18 


61.1 




136-227 


1009 


HrpF 


HrpF protein 


0.64 


4.5 




248-257 


1009 


ArfGap 


Putative GTPase activating protein fo 


4.8e-38 


133.0 




250-373 


1009 


ank 


Ankyrin repeat 


3.2e-05 


21.8 




411-446 


1009 


ank 


Ankyrin repeat 


0.00019 


19.0 




447-479 


1009 


DMRLsynthase 


6,7-dimethyl-8-ribityllumazine syntha 


0.35 


5.0 




479-494 


1009 


hormone 


Somatotropin hormone family 


0.5 


1.6 




545-561 


1009 


tubulin-binding 


Tau and MAP protein, tubulin-binding 


0.11 


8.0 




828-844 
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1009 


SH3 


SIB domain 


5.8e-12 


46.6 


1 


881-938 


1010 


Bromo CP 


Bromovirus coat protein 


0.16 


5.5 


1 


1-12 


1011 


ig 


Immunoglobulin domain 


0.004 


14.6 


1 1 


27-45 


1011 


ig 


Immunoglobulin domain 


3.9e-05 


22.1 


2 


80-148 


1011 


is 


Immunoglobulin domain 


3.7e-10 


40.9 


3 


183-242 


1011 


ig 


Immunoglobulin domain 


0.0018 


15.9 


4 


281-342 


1011 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


5 


379-440 


1011 


DNAj)ol_B_2 


DNA polymerase type B, organellas 
and 


0.018 


7.9 


1 


396-452 


1011 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


405-427 


1011 




Immunoglobulin domain 


0.0012 


16.6 


6 


474-535 


1011 


ifi 


Immunoglobulin domain 


7.7e-07 


28.5 


7 


570-634 


1013 


denso VP4 


Capsid protein VP4 


0.23 


3.4 


1 


166-185 


1015 


efhand 


EFhand 


2.8e-08 


33.9 


1 


29-57 


1015 


COX17 


Cytochrome C oxidase copper 
chaperone 


0.42 


4.2 


1 


54-61 


1015 


efhand 


EF hand [ 


0.0033 


15.3 


2 


65-93 


1015 


efhand 


EFhand 


8.5e-05 


21.1 


3 


102-130 


1015 


PCRF 


PCRF domain 


0.43 


6.1 


1 


129-145 


1015 


DUF21 


Domain of unknown function DUF21 


0.18 


6.4 


1 


134-158 


1015 


efhand 


EFhand 


5e-09 


36.7 


4 


138-166 


1016 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


3.9e-74 


256.4 


1 


2-279 


1016 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


1 


373-388 


1016 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


2 


403-444 


1017 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


le-39 


140.9 


1 


119-253 


1017 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


6.8e-52 


182.6 


2 


431-611 


1017 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


1 


705-720 


1017 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


3 


735-776 


1018 


7tm 1 


7 transmembrane receptor (rhodopsin f 


l.le-88 


264.6 


1 


87-350 


1018 


DUF395 


YeeE/YedE family (DUF395) 


0.94 


4.7 


1 


188-205 


1019 


LRRNT 


Leucine rich repeat N-terminal domain 


0.12 


7.7 


1 


42-56 


1019 


LRR 


Leucine Rich Repeat 


0.12 


8.2 


1 


82-105 


1019 


LRR 


Leucine Rich Repeat 


0.0019 


14.3 


3 


133-157 


1019 


LRR 


Leucine Rich Repeat 


0.013 


11.6 


4 


158-181 


1019 


LRR 


Leucine Rich Repeat 


0.00023 


17.5 


5 


182-205 


1019 


LRR 


Leucine Rich Repeat 


0.31 


6.9 


6 


206-226 


1019 


LRR 


Leucine Rich Repeat 


0.22 


7.4 


8 


251-272 


1019 


LRR 


9/18 273 283.. 1 11 


0.00057 


16.1 


10 


329-352 


1019 


LRR 


9/18 273 283.. 1 11 


0.004 


13.3 


12 


377-402 


1019 


LRR 


9/18 273 283.. 1 11 


0.0013 


14.9 


13 


403-426 


1019 


LRR 


9/18 273 283.. 1 11 


0.27 


7.1 


14 


427-439 


1019 


LRR 


9/18 273 283.. 1 11 


0.16 


7.9 


15 


463-484 


1019 


LRR 


9/18 273 283.. 1 11 


0.8 


5.5 


16 


486-510 


1019 


LRR 


9/18 273 283.. 1 11 


0.035 


10.1 


17 


537-558 


1019 


TIMELESS 


Timeless protein 


0.45 


3.0 


1 


553-568 


1019 


LRR 


9/18 273 283.. 1 11 


0.084 


8.8 


18 


559-582 


1020 


AMP-binding 


AMP-binding enzyme 


4.5e-49 


173.2 


1 


1-177 


1020 


RNA_pol_Rpc4 


RNA polymerase m RPC4 


0.62 


4.2 


1 


189-199 


1020 


Phage_30 8 


Phage GP30.8 protein 


0.92 


2.6 1 


233-253 
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1021 


SKIP SNW 


SK3P/SNW domain 


0.3 


4.7 




92-113 


1021 


cNMP binding 


Cyclic nucleonde-binding domain 


0.55 


5.2 




102-132 


1021 


cytochrome c 


Cytochrome c 


0.92 


3.7 




313-329 


1021 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 




345-435 


1021 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 




460-504 


1021 


Pseu avimlence 


Avimlence protein 


0.91 


1.9 




491-504 


1021 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


5.2c-19 


68.7 




580-661 


1021 


RA 


Ras association (RalGDS/AF-6) 
domain 


2.6e-08 


32.5 




806-885 


1021 


RasGEF 


RasGEF domain 


2.7e-48 


170.6 




907- 
1092 


1022 


SKIP SNW 


SKIP/SNW domain 


0.3 


4.7 




42-63 


1022 


cNMP binding 


Cvclic nucleotide-binding domain 


0.55 


5.2 




52-82 


1022 


cytochrome c 


Cytochrome c 


0.92 


3.7 




263-279 


1091 


cNMP bindine ■ 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 




295-385 


1022 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 




410-454 


1022 


Pseu avimlence 


Avimlence protein 


0.91 


1.9 




441-454 


1022 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


5.2e-19 


68.7 




530-611 


1022 


RA 


Ras association (RalGDS/AF-6) 
domain 


2.6e-08 


32.5 




756-835 


1022 


RasGEF 


RasGEF domain 


2.7e-48 


170.6 




857- 
1042 


1026 


Ricin B lectin 


QXW lectin repeat 


0.14 


8.3 




134-161 


1026 


MCR_beta_N 


Methyl-coenzyme M reductase beta 
subu 


0.98 


2.1 




152-160 


1026 


Ricin B lectin 


QXW lectin repeat 


4.5e-07 


28.1 




196-225 


1026 


Ricin B lectin 


QXW lectin repeat 


0.0012 


15.8 




226-265 


1027 


SCF 


Stem cell factor 


2.9e- 
155 


512.2 




1-214 


1027 


FH2 


Formin Homology 2 Domain 


0.027 


8.8 




145-162 


1027 


Herpes UL7 


Herpesvirus UL7 like 


0.072 


7.6 




176-215 


1028 


cadherin 


Cadherin domain 


3.4e-12 


44.2 




50-131 


1028 


cadherin 


Cadherin domain 


1.7e-22 


80.1 




155-250 


1028 


cadherin 


Cadherin domain 


6e-20 


71.3 




264-342 


1028 


cadherin 


Cadherin domain 


5.9e-21 


74.8 




379-452 


1028 


cadherin 


Cadherin domain 


0.0035 


12.8 




521-567 


1029 


cadherin 


Cadherin domain 


3.4e-12 


44.2 




50-131 


1029 


cadherin 


Cadherin domain 


1.7e-22 


80.1 




155-250 


1029 


cadherin 


Cadherin domain 


6e-20 


71.3 




264-342 


1029 


cadherin 


Cadherin domain 


1.8e-22 


80.0 




379-470 


1029 


cadherin 


Cadherin domain 


0.0035 


12.8 




483-529 


1030 


Troponin 


Troponin 


0.87 


3.1 




21-117 


1030 


Mycoplasma M 
AA2 


Mycoplasma arthritidis MAA2 repeat 


0.65 


3.7 




518-527 


1030 


PH 


PH domain 


6.5e-14 


47.1 




522-624 


1030 


DUF1041 


Domain of Unknown Function 
(DUF1041) 


3.4e-79 


273.2 




738-950 


1030 


Allene ox_cyc 


Allene oxide cyclase 


0.7 


2.8 




817-852 


1031 


Renal_dipeptase 


Renal dipeptidase 


1.9e- 
108 


370.4 




74-354 


1031 


Amidase 3 


N-acetylmuramoyl-L-alanine amidase 


0.76 


3.8 




222-234 


1032 


Trp Tyr perm 


Tryptophan/tyrosine permease family 


0.0026 


10.3 




42-63 
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1032 


aa permeases 


Amino acid permease 


8.4e-32 


115.8 


1 


48-371 ] 


1032 


Pox 15 


Poxvirus protein 15 


0.24 


6.0 


1 


162-179 


1032 


serine_carbpept 


Serine carboxypeptidase 


0.41 


2.3 




378-398 


1033 


THF DHG CYH 


Tetrahydrofolate dehydrogenase/cycloh 


0.027 


6.2 


1 


89-108 


1033 


THF DHG CYH 


Tetrahydrofolate dehydrogenase/cycloh 


6.1e-13 


37.3 




119-180 


1033 


THF DHG_CYH 
C 


Tetrahydrofolate dehydrogenase/cycloh 


6.5e-07 


25.7 


1 


182-229 


1033 


FTHFS 


Formate— tetrahydrofolate ligase 


0 


1365. 
1 


1 


360-979 


1034 


acid phosphat 


Histidine acid phosphatase 


0.038 1 


6.9 


1 


378-394 


1034 


FMN red 


NADPH-dependent FMN reductase 


0.94 


3.3 


1 


425-446 


1034 


acidjrtiosphat 


Histidine acid phosphatase 


0.02 


7.9 


-f 


512-581 


1034 


Ribosomal L6 


Ribosomal protein L6 


0.21 


7.2 




760-800 


1035 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


3.2e-14 


51.8 


1 


47-111 


1035 


DUF62 


Protein of unknown function DUF62 


1 


2.7 


1 


71-91 


1035 


AraC binding 


AraC-like ligand binding domain 


0.99 


3.9 


1 


139-198 


1035 


Armadillo seg 


Armadillo/beta-catenin-like repeat 


0.97 


5.6 


1 


170-187 


1035 


HCV_NS4a 


Hepatitis C virus non-structural prot 


0.057 


8.8 


1 


319-348 


1035 


RasGAP 


GTPase-activator protein for Ras-like 


0.37 


3.6 


1 


764-783 


1035 


RhoGEF 


RhoGEF domain 


1.7e-28 


97.2 


1 


778-962 


1035 


SH2 


SH2 domain 


0.98 


3.2 


1 


819-829 


1035 


PH 


PH domain 


4.2e-05 


18.0 


1 | 


1006- 
1119 


1035 


SelP_N 


Selenoprotein P, N terminal region 


0.25 


3.7 


i 


1112- 
1138 


1037 


PH 


PH domain 


6.7e-14 


47.1 


1 


17-124 


1037 


efhand 


EF hand 


9.2e-05 


21.0 


1 


138-166 


1037 


efhand 


EF hand 


0.0023 


15.8 




174-202 


1037 


PI-PLC-X 


Phosphatidyiinositol-specific phospho 


5.9e-17 


60.5 


1 


291-326 


1038 


DUF765 


Circovirus protein of unknown functio 


0.85 


3.7 


1 


274-302 


1039 


ABG transport 


AbgT putative transporter family 


0.81 


1.2 


1 


13-26 


1039 


7tm 1 


7 transmembrane receptor (rhodopsin f 


7.4e-29 


85.1 


1 


40-289 


1039 


HECT 


HECT-domain (ubi^uitin-transferase) 


0.15 


5.5 


1 


273-290 


1040 


TSPN 


Thrombospondin N-terminal -like 
domai 


l,4e-41 


136.6 


1 


1-101 


1040 


TIL 


Trypsin Inhibitor like cysteine rich 


0.66 


3.9 


1 


195-239 


1040 


EGF 


EGF-like domain 


0.0046 


13.8 


1 


199-233 


1040 


Baculo LEF-3 


Nucleopolyhedrovirus late expression 


0.0024 


10.4 


1 


230-244 


1040 


EGF 


EGF-like domain 


0.51 


6.4 




239-269 


1040 


Mu-conotoxin 


Mu-Conotoxin 


0.63 


5.2 


1 


283-304 


1040 


dickkopfJN 


Dickkopf N-terminal cysteine-rich reg 


0.94 


3.5 


1 


292-299 


1040 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.45 


5.6 


1 


311-327 


1040 


EGF 


EGF-like domain 


4.3e-05 


21.1 


4 


333-366 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00027 


16.9 


1 


405-417 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.032 


10.2 


2 


418-433 


1040 


tsp_3 


Thrombospondin type 3 repeat 


0.0046 


13.0 


3 


441-453 


1040 


tsp_3 


Thrombospondin type 3 repeat 


0.00087 


15.3 


4 


464-476 


1040 


tsp_3 


Thrombospondin type 3 repeat 


0.023 


10.7 


5 


477-492 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00058 


15.9 


6 


500-512 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.0033 


13.4 


7 


523-535 


1040 


tspJ3 


Thrombospondin type 3 repeat 


0.0011 


15.0 


8 


538-553 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00057 


15.9 


9 


561-573 


1040 | tsp_3 


Thrombospondin type 3 repeat 


0.0015 


14.6 


11 


601-613 
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1040 


tsp 3 


Thrombospondin type 3 repeat 


0.03 


10.3 




614-629 


1040 


TSPC 


Thrombospondin C-terminal region 


7.1e- 
176 


594.4 




654-854 


1040 


Mndl 


Mndl family 


0.68 


3.4 




853-861 


1042 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


1 


2.0 




31-44 


1042 


DapB C 


Dihydrodipicolinate reductase, C-term 


0.84 


4.5 




38-52 


1042 


PTR2 


POT family 


3e-55 


193.1 




103-335 


1042 


PTR2 


POTfomily 


1.5e-36 


127.7 




336-471 


1042 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.76 


3.8 




493-508 


1043 


Drf GBD 


Diaphanous GTPase-binding Domain 


1.7e-60 


211.1 




40-229 


1043 


DUF1000 


Domain of Unknown Function 
(DUF1000) 


0.79 


3.3 




141-157 


1043 


Drf FH3 


Diaphanous FH3 Domain 


7.2e-71 


244.6 




231-437 


1043 


S-antigen 


S-antigen protein 


0.24 


3.2 




429-436 


1043 


bZIP 


bZIP transcription factor 


0.88 


4.7 




440-478 


1043 


eRFl 1 


eRFl domain 1 


0.55 


4.9 




480-502 


1043 


CHASE3 


CHASE3 domain 


0.025 


9.5 




489-517 


1043 


Pox A type inc 


1/4 449 468.. 4 23 


0.14 


8.3 




495-517 


1043 


FH2 


Formin Homology 2 Domain 


6.2e- 
154 


521.5 




596-969 


1043 


DUF387 


Putative transcriptional regulators ( 


0.0045 


10.2 




777-800 


1043 


EMP24 GP25L 


emp24/gp25L/p24 family 


0.18 


5.7 




868-899 


1043 


IE68 


Herpesvirus immediate early protein 


0.25 


6.4 




882-920 


1044 


KRAB 


KRAB box 


2.9e-27 


100.7 




8-48 


1044 


zf-C2H2 


Zinc finger, C2H2type 


0.00026 


21.9 




114-136 


1044 


XPA N 


XPA protein N-terminal 


0.51 


5.7 




139-151 


1044 


TFIIS 


Transcription factor S-II (TFIIS) 


0.16 


7.4 


2 


142-152 


1044 


zf-C2H2 


Zinc finger, C2H2type 


6.7e-06 


28.3 


2 


142-164 


1044 


XPA N 


XPA protein N-terminal 


0.49 


5.8 


2 


167-179 


1044 


TFIIS 


Transcription factor S-II (TFIIS) 


0.18 


7.2 


3 


170-180 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4e-06 


29.2 


3 


170-192 


1044 


TFIIS 


Transcription factor S-II (TFIIS) 


0.5 


5.7 


4 


198-208 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


6.3e-05 


24.4 


4 


198-220 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


7.8e^07 


32.1 


5 


226-248 


1044 


XPA N 


4/13 223 235.. 1 13 


0.45 


5.9 


5 


251-263 


1044 


eIF5 eIF2B 


Domain found in IF2B/IF5 


0.95 


3.5 


1 


254-264 


1044 


TFIIS 


Transcription factor S-II (TFIIS) 


0.069 


8.7 


6 


254-264 


1044 


Transposase 12 


Transposase 


0.11 


5.8 


1 


254-280 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


5.9e-07 


32.6 


6 


254-276 


1044 


zf-BED 


BED zinc finger 


0.14 


6.9 


1 


255-277 


1044 


XPA N 


4/13 223 235.. 1 13 


0,15 


7.6 


6 


279-291 


1044 


TFIIS 


Transcription factor S-II (TFIIS) 


0.15 


7.5 


7 


282-292 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


8.3e-07 


32.0 


7 


Z5Z-JU4 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4.6e-06 


29.0 


8 


310-332 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


5.3e-06 


28.7 


9 


338-360 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4e-06 


29.2 


10 


366-388 


1044 


XPA N 


4/13 223 235.. 1 13 


0.84 


5.0 


8 


391-403 


1044 


TFIIS 


10/18 368 376.. 31 39 


0.25 


6.8 


11 


394-404 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


2.1e-06 


30.3 


11 


394-416 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-06 


28.1 


12 


422-444 


1044 


Evrl Air 


Ervl / Air family 


0.48 


5.4 


1 


442-460 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


9.9e-07 


31.7 


13 


450-472 


1044 


PqiA 


Paraquat-inducible protein A 


0.025 


8.9 


2 


469-500 
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- 


1044 


XPA N 


4/13 223 235.. 1 13 


0.45 


5.9 


9 


475-487 


1044 


eIF5 eIF2B 


Domain found in IF2B/IF5 


0.95 


3.5 


2 


478-488 


1044 


TFIIS 


12/18 424 432.. 31 39 


0.069 


8.7 


14 


478-488 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


2.3e-06 


30.2 


14 


478-500 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


6.2e-05 


24.4 


15 


506-528 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-07 


35.5 


16 


534-556 


1044 


TFIIS 


12/18 424 432.. 31 39 


0.78 


5.1 


15 


536-544 


1044 


TFIIS 


12/18 424 432.. 31 39 


0.12 


7.9 


16 


562-572 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e-06 


30.0 


17 


562-584 


1044 


TFIIS 


12/18 424 432.. 31 39 


0.25 


6.8 


17 ; 


590-600 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


6.2e-08 


36.5 


18 


590-612 


1044 


Umbravirus_LD 
M 


Umbra virus long distance movement 
(LD 


0.56 


2.8 


1 


601-626 


1044 


TFIIS 1 


12/18 424 432.. 31 39 


0.062 


8.8 


18 


618-628 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-07 


33.4 


19 


618-640 


1044 


zf-BED 


3/7 423 445.. 24 52 


0.027 


9.3 


7 


619-641 


1045 


Sprouty . 


Sprouty protein (Spry) 


1.2e-17 


55.0 


1 


33-70 


1045 


Sprouty 


Sprouty protein (Spry) 


2.7e-10 


31.5 


2 


73-90 


1046 


HAMP 


HAMP domain 


0.21 


7.3 


1 


9-42 


1046 


PA i 


PA domain 


3.6e-19 


65.4 


1 


155-255 


1046 


Peptidase_M28 


Peptidase family M28 


1.4e- 
120 


410.8 


1 


332-585 


1046 


Borreliajipo 


Borrelia burgdorferi virulent strain 


0.98 


2.5 


1 


591-604 


1046 


TFR dimer 


Transferrin receptor-like dimerisatio 


le-65 


228.5 


1 


597-739 


1047 


GvpG 


Gas vesicle protein G 


0.088 


6.7 


1 


17-49 


1048 


Sema 


Sema domain 


3.2e-08 


29.3 


1 


34-127 


1048 


ABM 


Antibiotic biosynthesis monooxygenase 


0.74 


5.7 


1 


192-208 


1048 


Sema 


Sema domain 


2.3e-06 


22.6 


2 


386-449 


1048 


PSI 


Plexin repeat 


2.3e-20 


65.3 


1 


468-519 


1048 


PSI 


Plexin repeat 


1.4e-12 


41.0 


2 


759-801 


1048 


TIG 


IPT/TIG domain 


1.6e-20 


78.3 


1 


803-893 


1048 


TIG 


IPT/TIG domain 


4.5e-19 


73.5 


2 


895-980 


1048 


TIG 


IPT/TIG domain 


3.3e-13 


51.7 


3 


983- 
1092 


1048 


Competence 


Competence protein 


0.77 


3.3 


! 


1181- 1 
1224 


1048 


RNB 


RNB-like protein 


0.064 


6.4 


1 


1389- 
1412 


1048 


Fimbrial_K88 


Fimbria], major and minor subunit 


0.15 


5.4 


1 


1461- 
1470 


1048 


ubiquitin 


Ubiquitin family 


0.021 


10.4 


1 


1463- 
1497 


1049 


BTB 


BTB/POZ domain 


4.5e-28 


102.9 


1 


20-124 


1050 


ABC tran 


ABC transporter 


8.3e-40 


134.3 




26-217 


1050 


DUF908 


Domain of Unknown Function 
(DUF908) 


0.55 


3.1 




69-83 


1050 


RhoGAP 


RhoGAP domain 


0.058 


7.1 




69-82 


1050 


ChlamydiaJ>MP 


Chlamydia polymorphic membrane 
protei 


0.63 


2.9 




546-565 


1051 


ZZ 


Zinc finger, ZZ type 


le-12 


48.2 




3-48 


1051 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


4.2 




77-84 


1051 


zf-C2H2 


Zinc linger, C2H2 type 


0.00067 


20.3 




78-101 


1051 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.6 




93-113 


1051 


SPDY 


Domain of unknown function 


0.6 


4.4 




117-131 



WO 2004/080148 



PCT/US2003/030720 



533 
TABLE 4B 



ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 






(DUF317) 










1051 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 




312-328 


1052 


ig 


Immunoglobulin domain 


7e-12 


47.4 I 




34-110 


1052 


MyTH4 


MyTH4 domain 


0.34 


5.6 




141-152 


1059 


iff 


Immunoglobulin domain 


0.0023 


15.5 




150-204 


105^ 


kringl© 


Kringle domain 


0.031 


8.7 




36-64 


1053 


wsc 


WSC domain 


2.3e-06 


25.6 




89-142 


105^ 


pub 


CUB domain 


1.4e-15 


52.5 




156-260 


1054 


Iff 


Immunoglobulin domain 


1.7e-05 


23.4 




36-113 


1054 


Phare can E 


Phage major capsid protein E 


0.79 


2.8 




127-136 


1055 


MHC I 


Class I Histocompatibility antigen, d 


le-146 


497.6 




25-203 


IV/JJ 


HI IF4Q7 


Protein of unknown function (DUF497) 


0.2 


6.7 




43-56 


1055 




Immunoglobulin domain 


5.4e-09 


36.5 




220-285 


1055 


DUF395 


YeeE/YedE family (DUF395) 


0.18 


7.2 




310-335 


lUDO 


T RP RPT PPTP 

c 


T RP / RPT / CETP familv C-terminal d 


5.8e-05 


18.1 




56-139 


1 n^7 


T RP RPT PPTP 
LiDr on v^-Dir 


T BP / BPI / CETP familv N-terminal d 


5.1e-38 


130.2 




22-185 


IUj / 


T RP RPT PPTP 


T RP / BPI / CETP familv C-terminal d 


1.6e-12 


45.3 




291-429 


1057 


PpntiHflQp M90 


Peptidase family M20/M25/M40 


0.3 


4.0 




380-419 


105R 

IV/ JO 


T RP RPT CETP 


LBP / BPI / CETP family, N-terminal d 


5.1e-38 


130.2 




22-185 


1058 


LBPJ8PI_CETP 
p 


LBP / BPI / CETP family, C-terminal d 


5.8e-05 


18.1 




291-374 


1059 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


3.3e-41 


141.1 




39-201 


1 050 


TRP RPT PFTP 

c 


T BP / BPT / CETP familv C-terminal d 


5.8e-05 


18.1 




307-390 


1060 


ClUgl alliJl v 


Neuroendocrine nrotein 7B2 nrecursor 


2.2e- 
134 


456.6 




1-204 


1060 


Ribosomal L19e 


Ribosomal protein L19e 


0.7 


3.6 




167-193 


1069 


PMP99 PlauHin 


PMP-92/RMP/MP20/Claudin familv 


6.9e-46 


159.3 




4-181 


1069 

1UOZ 


jcWsji u oiiai j 


Acvltransferase familv 


0.12 


6.3 




106-151 


1063 


Ribosomal L29e 


Ribosomal L29e protein family 


0.0025 


12.9 




21-49 




PD7 


PD7 domain (Also known as DHR or 
GLGF 


7.6e-ll 


40.0 




1-84 


lUtrr 


PD7 


PDZ domain f Also known as DHR or 
GLGF 


4.2e-10 


37.4 


2 


209-297 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2.4e-16 


59.3 


3 


310-393 


1064 


CBM 11 


Carbohydrate binding domain (family 1 


0.18 


5.1 


1 


360-378 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


7.3e-19 


68.1 


4 


409-490 


1064 


DUF390 


Protein of unknown function (DUF390) 


0.82 


0.7 


1 


534-555 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2.6e-09 


34.6 


5 


694-775 


1065 


PID 


Phosphotyrosine interaction domain (P 


3.3e-47 


160.5 




42-168 


1066 


Galactosyl T 


Galactosyltransferase 


0.17 


5.8 




106-116 


1066 


Chorismate_synt 


Chorismate synthase 


0.8 


1.6 




291-298 


1067 


pkinase 


Protein kinase domain 


le-73 


255.1 




12-272 


1068 


lipocalin 


Lipocalin / cytosolic fatty-acid bind 


7e-38 


136.0 




38-186 


1068 


Triabin 


Triabin 


0.0018 


12.1 




119-136 


1069 


lactamase B 


Metallo-beta-lactamase superfamily 


1.7e-21 


80.0 




11-172 


1070 


annexin 


Annexin 


9.9e-30 


107.8 




58-124 


1070 


annexin 


Annexin 


6.3e-33 


119.1 


2 


130-196 


1070 annexin 


Annexin 


9.7e-28 


100.7 


3 


213-280 
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1070 


annexin 


Annexin 


4.3e-33 


119.8 


4 


289-355 


1071 


SNF 


Sodium:neurotransmitter symporter 
tarn 


0 


1200. 
7 


1 


44-574 


1071 


ATP-sulfurylase 


ATP-sulfurylasc 


0.28 


3.8 


1 


198-220 


1071 


DUF900 


Protein of unknown function (DUF900) 


0.98 


2.8 


1 


408-420 


1072 


_!s 


Immunoglobulin domain 


5.7e-06 


25.2 


\ 


38-122 


1073 


Glypican 


Glypican 


3.9e- 
292 


979.9 


1 


3-566 


1074 


zf-C2H2 


Zinc finger, C2H2 type 


1 l 


7.4 


-j 


16-40 


1074 


rnn 


RNA recognition motif. (a.k.a. RRM, R 


9.2e-10 


36.8 


1 


58-123 


1074 


PAP assoc 


PAP/25 A associated domain 


1.6e-14 


51.8 


1 


490-549 


1074 


Isochorismatase 


Isochorismatase family 


0.49 


4.1 


-j 


700-736 


1075 


PgnA 

r pr fV 


Phosphatidylgjycerophosphatase A 


0.92 


3.0 




12-27 


1075 


SLT 


Transglycosylase SLT domain 


0.23 


6.2 


1 


82-112 


1075 


cNMP bindine 


Cyclic nucleoti de-binding domain 


0.67 


4.9 




173-196 


1075 


Glyco transf_29 


Glycosyitransferase family 29 (sialyl 


1.6e-22 


77.6 


1 


289-506 


1076 


See2^ trunk 

UvvXf J U Ulll\ 


Sec23/Sec24 trunk domain 


0.47 


4.0 




42-53 


1076 


ii y \ii uiaow 


haloacid dehalof?enase-like hydrolase 


0.77 


3.7 




46-76 


1078 


A2M N 


Alnha-2-macroeIobulin family N- 
termin 


4.5e-91 


312.7 




6-613 


1078 


Big_l 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


-j 


382-403 


1078 


A2M 


Alpha-2-macrogIobulin family 


6.2e-64 


214.2 




721-949 


1078 


A2M 


Alpha-2-macroglobulin family 


6.2e- 
132 


444.2 


- 


983- 
1469 


1078 


Pox D2 


Pox virus D2 nrotein 


0.18 


3.4 




1446- 
1461 


1079 


A2M N 


Alpha-2-macroglobulin family N- 
termin 


1.5e-92 


317.7 




19-626 


1079 


Big^l 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


1 


395-416 


1079 


A2M 


Alpha-2-macroglobulin family 


3e-44 


147.6 


j 


735-836 


1079 


kringle 


Krinele domain 


0.077 


7.4 




840-859 


1080 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


2e-65 


227.5 


1 


6-548 


1080 


Bie 1 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 




382-403 


1081 


A2M N 


Alpha-2-macroglobulin family N- 
termin 


4.5e-91 


312.7 


1 


6-613 


1081 


BigJ 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


J 


382-403 


1081 


A2M 


Alpha-2-macroglobulin family 


6.2e-64 


214.2 




721-949 


1081 


A2M 


Alpha-2-macroglobulin family 


3.2e- 
137 


462.1 




983- 
1469 


1081 


Pox D2 


Pox virus Til nrotein 


0.18 


3.4 




1446- 
1461 


1082 


A2M_N 


Alpha-2-macrogJobulin family N- 
termin 


1.5e~92 


317.7 


1 


6-613 


1082 


BigLl 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 




382-403 


1082 


A2M 


Alpha-2-macrogJobulin family 


3e-44 


147.6 




722-823 


1082 


kringle 


Kringle domain 


0.077 


7.4 




827-846 


1083 


COesterase 


Carboxylesterase 


1.4e- 
192 


649.9 




8-547 


1083 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


0.83 


2.3 




12-28 


1084 


EGF 


EGF-like domain 


2.8e-05 


21.8 




192-219 


1084 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.37 


5.9 




208-220 


1084 


Tautomerase 


Tautomerase enzyme 


0.14 


5.5 




292-318 
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1084 


EGF 


EGF-like domain 


9.9e-07 


27.0 


2 


404-431 


1084 


Arthro defensin 


1/3 199 211.. 23 36 


0.52 


3.0 


2 


411-423 


1084 


TB 


TB domain 


1.3e-16 


54.5 


1 


567-610 


1084 


EGF 


EGF-like domain t 


l.le-07 


30.4 


3 


631-666 


1084 


MoeZ MoeB 


MoeZ/MoeB domain 


0.62 


3.6 


I 


676-682 


1084 


TB 


TB domain 


2.9e-26 


85.2 


2 


688-729 


1084 


EGF 


EGF-like domain 


1.9e-07 


29.6 


4 


878-914 


1084 


TIL 


Trypsin Inhibitor like cysteine rich 


0.00021 


14.8 


2 


898-920 


10R4 


fRM 14 


Phitin hindine PeritrODhin-A domain 


0.88 


3.8 


1 


901-920 


1084 


EGF 


EGF-like domain 


1.2e-07 


30.3 


5 


920-956 


1 ASA 
IU54 


TTT 


Tn/ncin Inhibitor likfi cv^tfiine rich 


0.00057 


13.5 


3 


941-962 


1084 


squash 


Squash family serine protease inhibit 


0.069 


4.9 


1 


942-969 


1 AQA 

1U54 


granulin 


vjlallUlin 


0.06 


7.4 


1 


943-958 


1084 


EGF 


EGF-like domain 


0.098 " 


9.0 


6 


962-983 


i no a 
lUo4 


Vor 


OlaTQla. VcUldllt -SpCl/lilv oUIlcH^C jjiui 


0.031 


7.4 


1 


982- 
1003 


1084 


bur 


jtior-iiKe aomain 


5.2e-06 


24.4 


7 


1043- 
1078 


i aq/i 
1U&4 




nvjr-iiKc aomain 


1.6e-06 


26.2 


8 


1084- 
1119 


1 ASM 

luo4 


TTT 


5/14 106^ 1084 47 68 


0.98 


3.3 


6 


1103- 
1125 


1 AQA 

1Uo4 


Vor 


vjiaraia vanani-bpewiiv oiuiav/c piui 


0.29 


3.9 


2 


1105- 
1126 


1 ASM 


13 AC 

cur 


jivjr-iiKe uomdin 


2.1e-06 


25.9 


9 


1125- 
1160 


1 f\QA 

1U84 


TTT 
lib 


5/14 106^ 1094 47 68 


0.0095 


9.6 


7 


1145- 
1166 


1 Aft A 


nor 


EvJr-lllvC UUlllalll 


5.9e-05 


20.6 


10 


1166- 
1201 


1 ASA 
1U54 


Dlacmrkf^ Pores'} Q. 

jriasmoa_rvszo 


Placmnfliiim nrvlrinpfp oiirfflfft nrntevn P 
rlaoinuuiuiii uuRJiiotc ouiiavw piuit/iu i 


0.11 


6.2 


1 


1172- 
1210 


1 AfiA 
1U54 


TTT 


5/14 106^ 1084 47 68 


0.0044 


10.7 


g 


1187- 
1207 


1 AQA 


Eur 


EfVjr-llKJC UUlllalll 


5.5e-06 


24.3 


11 


1207- 
1243 


1 AC/f 


rAJj_porpn 


rorpnyromonas-iype pepiiuyi-arguiiiio 


0.047 


8.4 


1 


1224- 
1234 


1 AQA 


riasinoa^rvszo 


P1acm/\Hiiim nrvlrinptp ciirfnpp nrfxtPITI P 

riasmoQiuin ouKjneLc auiiaoc piutcui r 


0.57 


3.6 


2 


1226- 
1281 


1 AQA 

lUo4 


TTT 
ILL, 


5/14 106** 1084 47 68 

J/l*r lUOj IV/Of *r/ OO 


0.016 


8.9 


9 


1228- 
1249 




A/CD 


f*lini-A%t\ «mmn«+ cmanifin oil»*Po/»0 tWfx¥ 

uiaruia vanant-specuic sunace prox 


0 04^ 


6.9 


3 


1229- 
1249 


1084 


EGF 


EGF-like domain 


4.9e-06 


24.5 


12 


1249- 
1285 


1084 


EGF 


EGF-like domain 


l.le-05 


23.3 


13 


1291- 
1328 


1084 


TB 


TB domain 


8.7e-23 


74.2 


3 


1358- 
1401 


1084 


EGF 


EGF-like domain 


6e-05 


20.6 


14 


1429- 
1466 


1084 


CBMJ4 


Chitin binding Peritrophin-A domain 


0.3 


5.3 


2 


1452- 
1472 


1084 


EB 


2/4 962 979.. 1 18 


0.79 


4.0 


3 


1472- 
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1483 


IUo*r 


PHP 


POP 1iLrr> /jnrnain 


1.3e-07 


30.3 


15 


1472- 
1507 


1 AfiA 


TR 
1 D 


i d uomain 


1 ,8e-23 


76.3 


4 


1535- 
1577 


IUo't 


PHP 




3.3e-06 


25.1 


16 


1626- 
1661 


1084 


Plncmnrl Pv;7R 


PlasmnHinm ookinete surface nrotein P 


0.44 


4.0 


3 


1632- 
1708 


lUOt 


TIT 


5/14 1063 1084 47 68 ! 


0.00068 


13.2 


13 


1642- 
1667 


1084 


VSP 


Giardia variant-specific surface prot 


0.96 


2.0 


4 


1646- 
1667 


1084 


EGF 


EGF-like domain 


1.2e-07 


30.3 


17 


1667- 
1706 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.85 


3.5 ! 


14 


1690- 
1706 


1086 


iff 


Immunoglobulin domain 


5.3e-07 


29.1 


1 


168-232 


1086 


Corona NS4 


Coronavirus non-structural protein NS 


0.47 


3.5 


1 


248-271 


1086 


iff 


Immunoglobulin domain 


0.052 


10.4 


2 


285-347 


1086 


fii3 


Fibronectin type in domain 


2.4e-16 


58.5 


1 


373-459 


1086 


fh3 


Fibronectin tvne III domain 


3.1e-15 


54.7 


2 


501-587 


1086 


fh3 


Fibronectin type III domain 


5.5e-19 


67.7 


3 


602-685 


1086 


fh3 


Fibronectin tvDe III domain 


le-12 


45.9 


4 


700-786 


1086 


fh3 


Fibronectin tvrje III domain 


1.7e-27 


97.2 


5 


802-888 


1086 


OsmC 


OsmC-like protein 


0.57 


4.1 


1 


984- 
1018 


1086 


iff 


Immunoglobulin domain 


0.00041 


18.2 


3 


1133- 
1191 


1086 


*& 


Immunoglobulin domain 


1.7e-07 


30.9 


4 


1349- 
1405 


1086 


Aegerolysin 


Aegerolysin 


0.56 


4.3 


1 


1411- 
1428 


1087 


KRAB 


KRAB box 


5.8e-25 


92.4 


1 


14-54 


1087 


DUF19 


Domain of unknown function DUF19 


0.044 


5.2 


1 


80-105 


1087 


TFIIS 


Transcription factor S-II (TFUS) 


1 


4.7 


1 


161-171 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


8.3e-07 


32.0 


1 


161-183 


1087 


XPA N 


XPA protein N-terminal 


0.49 


5.8 


2 


186-198 


1087 


TFIIS 


Transcription factor S-II (TFIIS) 


0.21 


7.0 


2 


189-199 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


2.8e-07 


33.9 


2 


189-211 


1087 


XPA N 


XPA protein N-terminal 


0.47 


5.9 


3 


214-226 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


5.4e-07 


32.7 


3 


217-239 


1087 


zf-BED 


BED zinc finger 


0.11 


7.3 


2 


222-240 


1087 


XPA N 


XPA protein N-terminal 


0.52 


5.7 


4 


242-254 


1087 


TFIIS 


Transcription factor S-II (TFIIS) 


0.32 


6.4 


4 


245-255 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


3.2e-08 


37.5 


4 


245-267 


1087 


zf-BED 


BED zinc finger 


0.16 


6.8 


3 


246-268 


1088 


KRAB 


KRAB box 


5.8e-25 


92.4 




14-54 


1088 


DUF19 


Domain of unknown function DUF19 


0.044 


5.2 




80-105 


1088 


TFIIS 


Transcription factor S-II (TFIIS) 


1 


4.7 




161-171 


1088 


zf-C2H2 


Zinc finger, C2H2 type 


4.1e-08 


37.1 




161-183 


1088 


zf-BED 


BED zinc finger 


0.24 


6.2 




162-184 


1089 


Keratin B2 


Keratin, high sulfur B2 protein 


5.6e-21 


73.7 




2-117 


1089 


Keratin B2 


Keratin, high sulfur B2 protein 


0.011 


9.4 


2 


118-170 
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1090 


Keratin B2 


Keratin, high sulfur B2 protein 


5.9e-ll 


38.5 


1 


2-75 


1091 


Keratin B2 


Keratin, higji sulfur B2 protein 


7.5e-06 


20.6 


1 


2-40 


1091 


Keratin B2 


Keratin, high sulfur B2 protein 


4e-18 


63.7 




41-144 \ 


1091 


Keratin B2 


Keratin, high sulfur B2 protein 


4e-05 


18.0 




145-205 


1092 


abhydrojipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 


1 


27-97 


1092 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 


1 


111-388 


1093 


abhydrojipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 


1 


87-157 


1093 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 


1 


171-448 


1094 


7tm 3 


7 transmembrane receptor (metabotropi 


0.75 


3.2 


1 


24-45 


1094 


7tm 3 


7 transmembrane receptor (metabotropi 


0.00057 


14.4 




65-109 ! 


1094 


Condensation 


Condensation domain 


0.36 


4.2 


1 


157-169 


1094 


7tm 3 


7 transmembrane receptor (metabotropi 


2.1e-05 


19.4 




168-271 


1095 


Tuberin 


Tuberin 


0.59 


0.5 


1 


17-23 


1095 


DAGAT 


Diacylglycerol acyltransferase 


6.2e-98 


335.5 


1 


38-216 


1096 


GASA 


Gibberellin regulated protein 


0.35 


1.3 


1 


22-51 


1096 


lectin c 


Lectin C-type domain 


8.9e-26 


95.8 


1 


100-208 


1097 


GASA 


Gibberellin regulated protein 


0.35 


1.3 


1 


22-51 


1097 


lectin c 


Lectin C-type domain 


2.5e-27 


101.0 


1 


100-208 


1098 


7tm 1 


7 transmembrane receptor (rhodopsin f 


2.6e-50 


149.5 


1 


41-290 


1098 


endotoxin N 


delta endotoxin, N-terminal domain 


0.87 


3.6 


1 


195-225 


1099 


SEA 


SEA domain 


1.2e-06 


24.2 


1 


330-408 


1099 


DUF916 


Bacterial protein of unknown function 


0.091 


7.2 


1 


550-576 


1099 


Hanta_G2 


Hantavirus glycoprotein G2 


0.027 


6.9 


1 


550-578 


1099 


Peptidase_C13 


Peptidase C13 family 


0.32 


3.5 


1 


554-582 


1100 


ig 


Immunoglobulin domain 


0.0046 


14.3 


1 ! 


146-203 


1100 


ig 


Immunoglobulin domain 


3.2e~07 


29.9 




245-295 


1100 


FHIPEP 


FHIPEP family 


0.21 


3.5 


1 


315-326 


1101 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 


1 


23-49 


1101 


LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 


1 


51-74 


1101 


LRR 


Leucine Rich Repeat 


0.00032 


17.0 


-f 


75-98 


1101 


LRR 


Leucine Rich Repeat 


0.025 


10.6 




99-122 


1101 


LRR 


Leucine Rich Repeat 


0.00069 


15.8 


A s 


123-146 


1101 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 




147-170 


1101 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 


4 — 


180-232 


1101 


ig 


Immunoglobulin domain 


1.3e-08 


35.1. 




248-307 


1101 


ig 


Immunoglobulin domain 


3.8e-09 


37.1 




344-400 


1101 


ig 


Immunoglobulin domain 


3.4e-05 


22.3 




440-490 


1101 


BON 


Transport-associated domain 


0.14 


7.1 


1 


495-507 


1101 


ig 


Immunoglobulin domain 


3.1e-08 


33.7 




525-582 


1101 


pec_lyase_N 


Pectate lyase, N terminus 


0.19 


3.9 


j 


626-632 


1101 


An_peroxi dase 


Animal haem peroxidase 


9.8e- 
195 


657.1 




726- 
1265 


1101 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 


-j — 


993- 
1010 


1101 


7tmJ 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




1057- 
1065 


1101 


Peptidase__Cl 


Papain family cysteine protease 


0.76 


2.1 




1150- 
1167 


1101 


TILa 


TILa domain 


0.00018 


16.9 




1394- 
1433 


1101 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 




1395- 
1426 


1101 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 




1395- 
1450 
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1102 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 


1 


23-49 


1102 


LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 


1 


51-74 


1102 


LRR 


Leucine Rich Repeat 


0.021 


10.9 


2 


75-98 


1102 


LRR 


Leucine Rich Repeat 


0.00069 


15.8 


3 


99-122 


1102 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 


4 


123-146 


1102 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 




156-208 


1102 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 


1 


224-283 


1102 


ig 


Immunoglobulin domain 


3.8e-09 


37.1 




320-376 


1102 


ig 


Immunoglobulin domain 


3.4e-05 


22.3 




416-466 


1102 


BON 


Transport-associated domain 


0.14 


7.1 




471-483 


1102 


i§ 


Immunoglobulin domain 


3.1e-08 


33.7 




501-558 


1102 


pec lyase N 


Pectate Ivsiqp ^ t<*rmfniiQ 


0.19 


3.9 




602-608 


1102 


An_peroxidase 


Animal haem peroxidase 


9.8e- 
195 


657.1 




702- 
1241 


1102 


PAL 


Phenvlalanine and histidine ammonia-1 

* j iuiauuiw aim uiouuuiv cuiiiii viiia i 


0.53 


2.6 


-7 


969-986 


1102 


7tm 1 


7 transmembrane recentor frhndon<Hn f 


0.22 


2.7 


_ 


1033- 
1041 


1102 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 




1126- 
1143 


1102 


TILa 


TILa domain 


0.00018 


16.9 




1370- 
1409 


1102 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 




1371- 
1402 


1102 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 




1371- 
1426 


1103 


PMEI 


Plant invertase/pectin methylesterase 


0.33 


5.5 


I 


2-24 


1103 


Ribosomal S26e 


Ribosomal protein S26e 


0.47 


3.9 


I 


215-236 


1103 


ATP-guaJPtrans 


ATP:guanido phosphotransferase, C-ter 


0.089 


6.1 


I 


240-262 


1103 


Arch_fla_DE 


Archaeal flagella protein 


0.42 


5.0 




670-683 


1103 


zfdskAjraR 


Prokaryotic dksA/traR C4-type zinc fi 


0.48 


4.8 




1145- 
1160 


1103 


zf-C4 


Zinc finger, C4 type (two domains) 


0.07 


7.6 




1147- 
1157 


1104 


UBX 


UBX domain 


0.79 


4.8 


I 


1-18 


1104 


FTCD C 


Formiminotransferase-cyclodeaminase 


0.21 


6.0 


1 


47-77 


1104 


1KB 


IKI3 family 


0.66 


0.9 




80-94 


1104 


Ribosomal L21p 


Ribosomal prokaryotic L21 protein 


0.27 


5.0 


I 


115-138 


1104 


DUF709 


Family of unknown function (DUF709) 


0.28 


6.5 


I 


215-227 


1105 


Torsin 


Torsin 


8.2e-07 


23.3 


I 


106-125 


1106 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


0.086 


8.5 




41-71 


1107 


MH1 


MH1 domain 


0.16 


5.4 




288-309 


1107 


Pecanex_C 


Pecanex protein (C-terminus) 


2.2e- 
129 


440.0 




437-621 


1107 


Pecanex C 


Pecanex protein (C-terminus) 


4e-08 


29.6 




622-640 


1108 


MH1 


MH1 domain 


0.16 


5.4 




288-309 


1108 


Pecanex_C 


Pecanex protein (C-terminus) 


1.2e- 
106 


364.5 




437-599 


1110 


Herpes_UL14 


Herpesvirus UL14-like protein 


0.12 


6.1 




17-43 


1110 




Immunoglobulin domain 


0.57 


6.5 




36-55 


1110 


Ribosomal L4 


Ribosomal protein L4/L1 family 


0.95 


3.3 




79-107 


1110 


Vpu 


Vpu protein 


0.34 


4.7 




106-140 


1110 


BPD transp 


Binding-protein-dependent transport s 


0.9 


3.7 




109-137 


1111 


DUF895 


Eukaryotic protein of unknown functio 


0.68 


4.1 




133-149 


1112 


RWD 


RWD domain 


9.8e-40 


142.2 




11-125 
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1112 


globin 


Globin 


0.048 


8.6 


I 


88-120 


1112 


eRFl 2 


eRFl domain 2 


0.72 


4.1 


I 


114-127 


1112 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


7.5e-10 


27.9 


I 


135-201 


1112 


DNA ligase ZB 
D 


NAD-dependent DNA ligase C4 zinc 
frag 


0.37 


5.8 




196-207 


1112 


zf-MlZ 


MIZ zinc finger 


0.28 


4.6 


— 


197-207 


1112 


ApoA-II 


Apolipoprotein A-II (ApoA-II) 


0.94 


3.6 


1 


261-272 


1113 


p kinase 


Protein kinase domain 


le-45 


162.0 




194-468 


1113 


Pox M2 


Poxvirus M2 protein 


0.82 


3.3 




306-333 


1113 


DUF857 


Domain of unknown function 
(DUF857) 


0.48 


4.7 




417-428 


1113 


ExoD 


Exopolysaccharide synthesis, ExoD 


0.65 


2.7 


! 


424-456 


1113 


KE2 


KE2 family protein 


0.18 


7.7 


1 


468-502 


1114 


SNF2_N 


SNF2 family N-terminal domain 


0.057 


6.4 


I 


82-115 


1114 


Transposase 8 


Transposase 


0.38 


5.6 


I 


82-105 


1114 


OKRJXMJN 


Orn/Lys/Arg decarboxylase, N- 
terminal 


0.34 


3.6 


I 


91-102 


1116 


DUF1006 


Protein of unknown function 
(DUF1006) 


0.45 


2.5 


I 


5-24 


1117 


ig 


Immunoglobulin domain 


2.3e-05 


22.9 




30-87 


1117 


ig 


Immunoglobulin domain 


0.0023 


15.5 


2 


127-186 


1117 


ig 


Immunoglobulin domain 


0.00079 


17.2 


3 


281-337 


1117 


ig 


Immunoglobulin domain 


0.026 


11.5 


4 


379-434 


1117 


SNF7 


SNF7 


0.95 


3.5 




435-450 


1118 


ig 


Immunoglobulin domain 


0.00079 


17.2 




42-98 


1118 


ig 


Immunoglobulin domain 


0.026 


11.5 


2 


140-195 


1118 


SNF7 


SNF7 


0.95 


3.5 




196-211 


1119 


IBNJSTT 


Importin-beta N-terminal domain 


1.6e-24 


89.3 




28-100 


1119 


PurA 


PurA ssDNA and RNA-binding protein 


0.19 


4.8 




155-171 


1119 


PAN 


PAN domain 


1 


3.2 




706-735 


1120 


Bowman- 
Birkjeg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


J 


28-36 


1120 


RNA_pol Rpb2 
1 


RNA polymerase beta subunit 


0.25 


2.1 


I 


150-946 


1120 


cobW 


Cobalamin synthesis protein/P47K 


0.85 


2.3 


I 


170-205 


1120 


DUF909 


Bacterial protein of unknown function 


0.16 


7.1 


I 


215-247 


1120 


Glyco hydro 2 
C 


Glycosyl hydrolases family 2, TIM bar 


0.24 


4.8 


I 


262-277 


1120 


ank 


Ankyrin repeat 


1.2e-10 


41.3 


1 


920-952 


1120 


ank 


Ankyrin repeat 


2.5e-08 


33.0 




953-985 


1120 


SH3 


SIB domain 


5.7e-16 


61.3 


I 


1022- 
1079 


1122 


TPR 


TPR Domain 


0.013 


12.3 


1 


138-157 


1122 


TPR 


TPR Domain 


l.le-07 


30.1 




158-191 


1122 


TPR 


TPR Domain 


0.29 


7.5 




192-222 


1122 


BEX 


Brain expressed X-linked like family 


0.25 


3.9 




261-294 


1122 


eRFl 2 


eRFl domain 2 


0.12 


6.9 




322-338 


1122 


Subtilisin N 


Subtilisin N-terminal Region 


0.83 


5.1 




323-344 


1123 


Pencillinase R 


Penicillinase repressor 


0.85 


4.2 




57-75 


1124 


ank 


Ankyrin repeat 


1.8e-07 


29.9 




64-96 


1124 


ank 


Ankyrin repeat 


1.5e-06 


26.5 


2 


97-129 


1124 


ank 


Ankyrin repeat 


2e-07 


29.7 


3 


130-162 


1124 


Shigella_OspC 


Shigella flexneri OspC protein 


0.51 


3.2 


1 


131-161 


1124 


ank 


Ankyrin repeat 


4.3e-06 


24.9 


4 


163-195 
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1124 


ank 


Ankyrin repeat 


0.00018 


19.2 


5 


196-228 


1125 


ank 


Ankyrin repeat 1 


1.8e-07 


29.9 


1 


64-96 


1125 


ank 


Ankyrin repeat 


1.5e-06 


26.5 


2 


97-129 


1125 


ank 


Ankyrin repeat 


2e-07 


29.7 


3 


130-162 


1125 


Shigella OspC 


Shigella flexneri OspC protein 


0.51 


3.2 


1 


131-161 


1125 


ank 


Ankyrin repeat 


4.3e-06 


24.9 


4 


163-195 


1126 


DUF846 


Eukaryotic protein of unknown functio 


0.5 


2.6 


1 


50-74 


1129 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 ! 


3.4 


1 


4-28 I 


1129 


F5 F8 tvoe C 


F5/8 type C domain 


le-63 1 


195.2 


1 


34-174 


1129 


laminin G 


Laminin G domain 


2.7e-10 


36.3 


1 


212-344 


1 no 


A nnl i noorotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 


1 


4-28 


1130 


F5 F8 type_C 


F5/8 type C domain 


le-63 


195.2 


1 


34-174 


1 LDKJ 


laminin O 


Laminin G domain 


6.5e-ll 


38.5 


1 


212-344 


1130 


laminin G 


Laminin G domain 


1.8e-ll 


40.4 


2 


398-525 


1 1 jU 


pop 


FOF-liVe domain 


l.le-06 


26.8 


1 


551-583 


1130 


fibrinogen_C 


Fibrinogen beta and gamma chains, C-t 


0.051 


6.6 


1 


601-634 


1 1 7fl 


laminin kj 


T aminin O HnnriJiin 


2.7e-17 


60.5 


3 


821-943 


1 1 jU 


cur 


POP-lilc** domain 


0.0014 


15.7 


2 


962-996 


1130 


laminin_G 


Laminin G domain 


0.00033 


15.3 


4 


1046- 
1179 


i 


HNA PPF 


DNA nnl vm erase nrocessivitv factor 


0.69 


4.3 


I 


1059- 
1078 


1 1^0 


JU>CiLL> 


Benzoate membrane transDort Drotein 


0.29 


3.8 


I 


1239- 
1255 


1130 


BPD transD 


Binding-protein-dependent transport s 


0.41 


5.0 


1 


1245- 
1276 


1131 


HTH_9 


N-terminal HTH domain of 
molybdenum-b 


0.72 


4.3 


1 


61-84 


1131 


Glycos transf 2 


Glycosyl transferase 


2.2e-31 


105.9 


1 


155-341 


1131 


Ribosomal_S3_C 


Ribosomal protein S3, C-terminal 
doma 


0.98 


3.4 


1 


357-363 


1131 


Ricin B lectin 


QXW lectin repeat 


0.13 


8.4 


1 


467-496 


1131 


Ricin B lectin 


QXW lectin repeat 


0.00073 


16.5 




558-596 


1132 


Enterotoxin HS 


Heat-stable enterotoxin 


0.71 


1.4 


1 


37-43 


1132 


VSP 


Giardia variant-specific surface prot 


0.23 


4.3 


1 


96-128 


1132 


tsp_l 


Thrombospondin type 1 domain 


0.27 


6.0 


1 


148-203 


1133 


pkinase 


Protein kinase domain 


1.3e-48 


171.6 


1 


11-237 


1133 


Pox ser-thr kin 


Poxvirus serine/threonine protein kin 


0.2 


4.5 


1 


133-156 


1133 


pkinase 


Protein kinase domain 


0.00017 


16.2 




322-347 


1135 


C2 


C2 domain 


2.4e-30 


103.9 


1 


7-88 


1135 


Transposase 24 


Plant transposase (Ptta/En/Spm family 


0.22 


4.9 


1 


42-56 


1135 


photoRC 


Photosynthetic reaction centre protei 


0.95 


1.8 


1 


45-67 


1135 


C2 


C2 domain 


8e-32 


108.9 




135-216 


1135 


RasGAP 


GTPase-activator protein for Ras-like 


5.4e-39 


124.6 




323-513 


1135 


AraC binding 


AraOlike ligand binding domain 


0.42 


5.2 




414-452 


1135 


PH 


PH domain 


6.8e-ll 


37.2 




567-673 


1135 


BTK 


BTK motif 


1.9e-06 


26.9 




675-711 


1137 


toxin 2 


Scorpion short toxin 


0.089 


6.2 




51-77 


1137 


C tripleX 


Cysteine rich repeat 


9e-05 


15.9 




54-71 


1137 


EGF 


EGF-like domain 


0.00049 


17.3 




60-86 


1137 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.55 


5.3 




75-88 


1137 


EGF 


EGF-like domain 


0.00015 


19.2 


2 


123-155 


1137 


TIL 


Trypsin Inhibitor like cysteine rich 


0.55 


4.1 


2 


142-163 


1137 


EGF 


EGF-like domain 


0.00018 


18.9 


3 


163-197 
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1137 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0065 


10.1 


3 


180-203 


1137 


EGF 


EGF-like domain 


0.031 


10.8 


4 


215-232 


1137 


EGF 


EGF-like domain 


3.7e-07 


28.6 




248-283 


1137 


EB 


EB module 


0.73 


4.1 




254-283 


1137 


PRK 


Phosphoribulokinase / Uridine kinase | 


0.74 


2.8 




407-426 


1137 


MAM 


MAM domain 


3.1e-27 


100.7 




452-593 


1137 


Omptin 


Omptin family 


0.99 


2.0 




460-476 


1138 


SurE 


Survival protein SurE 


0.68 


2.6 




10-23 


1138 


Pox All 


Poxvirus All Protein 


0.17 


3.2 




57-75 


1138 


zf-C2H2 


Zinc finger, C2H2type 


0.55 


8.5 




205-228 


1138 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.64 


2.6 




205-210 


1139 


4HBT 


Thioesterase superfamily 


0.038 


8.2 




52-120 


1143 


7tm 1 


7 transmembrane receptor (rhodopsin f 


1.4e-28 


84.3 




1-173 


1144 


7tm 1 


7 transmembrane receptor (rhodopsin f 


4.5e-49 


145.7 




40-287 


1146 


SNARE 


SNARE domain 


0.28 


7.0 




195-229 


1147 


IL1 


Interleukin-1 / 18 


2.6e-23 


83.4 




51-152 


1148 


filament 


Intermediate filament protein 


3.2e- 
106 


363.0 




1-296 1 


1148 


K-box 


K-box region 


0.78 


4.1 




14-31 


1148 


Ribosomal S4 


Ribosomal protein S4/S9 N-terminal do 


0.85 


4.3 




76-97 


1148 


IATP 


Mitochondrial ATPase inhibitor, IATP 


0.46 


6.1 




125-148 


1148 


ERG2 SigmalR 


ERG2 and Sigmal receptor like protein 


0.36 


3.7 




162-191 


1148 


filament 


Intermediate filament protein 


4.8e-31 


113.3 


2 


380-469 


1148 


K-box 


K-box region 


0.11 


7.0 


2 


397-415 


1148 


bZIP 


1/2 51 88.. 28 65 


0.3 


6.3 


2 


435-472 


1148 


T£b2 


Transcription factor Tfb2 


0.17 


0.5 


1 


466-472 


1149 


PhageJX 


Phage X family 


0.71 


4.2 


1 


16-41 


1149 


20G-FeII_Oxy 


20G-Fe(H) oxygenase superfamily 


0.27 


6.0 


1 


229-307 


1150 


MBOAT 


MBOAT family 


2.3e-08 


30.9 




90-249 


1151 


filament 


Intermediate filament protein 


1.2e-38 


138.5 


1 


131-242 


1151 


filament 


Intermediate filament protein 


2.9e-83 


286.8 




244-412 


1151 


HSP70 


Hsp70 protein 


0.99 


2.0 


i 


268-294 


1151 


HAMP 


HAMP domain 


1 


4.8 


1 


301-334 


1151 


DUF164 


Uncharacterized ACR, COG1579 


0.057 


7.3 


1 


310-352 


1151 


bZIP 


bZIP transcription factor 


0.062 


8.7 




316-348 


1151 


Transposase 8 


Transposase 


0.79 


4.5 


1 


317-335 


1151 


MutS V 


MutS domain V 


0.27 


4.5 


1 


354-370 


1151 


OEP 


Outer membrane efflux protein 


0.053 


7.0 


1 


356-393 


1151 


MutS IV 


MutS family domain IVi 


0.9 


4.6 




359-392 


1151 


Hpt 


Hpt domain 


0.49 


5.2 


1 


365-389 


1151 


Retro M 


Retroviral M domain 


0.5 


4.2 


1 


369-377 


1152 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


le-42 


119.7 


1 


12-95 


1152 


PG binding_l 


Putative peptidoglycan binding domain 


0.022 


10.3 




60-90 


1152 


Peptidase_M10 


Matrixin 


8.7e-51 


178.9 




102-206 


1152 


hemopexin 


Hemopexin 


1.6e-08 


30.8 




231-273 


1152 


hemopexin 


Hemopexin 


4.4e-ll 


39.4 


2 


275-317 


1152 


hemopexin 


Hemopexin 


2.2e-13 


47.1 


3 


322-367 


1152 


hemopexin 


Hemopexin 


2e-05 


20.4 


4 


371-411 


1153 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


le-42 


119.7 


1 


12-95 


1153 


PGJ)inding_l 


Putative peptidoglycan binding domain 


0.022 


10.3 


1 


60-90 


1153 


Peptidase M10 


Matrixin 


8.7e-51 


178.9 


1 


102-206 


1153 


hemopexin 


Hemopexin 


1.6e-08 


30.8 


1 


231-273 
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SEQ I 
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1 1 *tt 


Model 1 


Description 1 

Hffiinnnexin 4 
— — — £— ; 


E_value 5 

4.4e-ll : 
2.2e-13 - 


Score 1 

J9.4 : 

47.1 ' 


Repeats ] 

i ; 

3 


Position 

275-317 
322-367 


1153 1 
1 1 

1 1 *\A 
1 kDH 


lemopexin i 


Hemopexin 
Hemopexin 

Suppressor of fused protein (SUFU) 


2e-05 
0 

1.5e-61 


20.4 < 

1218. 

3 

210.5 


4 
1 


371-411 
3-484 

38-217 


1 103 

1155 
1 156 

t UD 


r rp RPI CETP 
LBP_BPI_CETP 
c 

HMG box 


LBP / BPI / CETP familv, N-terminal d 
LBP / BPI / CETP family, C-terminal d 

HMG (high mobility group) box 


4.6e-32 
5.8e-32 


115.6 
115.2 




242-478 
85-153 


1 1 50 


HFV ORF2 


Hepatitis E virus ORF-2 (Putative cap 
Poly(ADP-ribose) polymerase and 
DNA-L 


0.026 
3.5e-52 


8.5 
183.5 




336-356 
93-185 


1 1 59 


HNA liease A 
N 


DNA ligase N terminus 


5.9e-13 


42.4 




319-433 


1159 


DNA liease 


ATP dependent DNA ligase domain 


8.5e-74 


255.3 




480-636 


1159 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.00064 


7.5 




594-613 


1160 


serpin 


Serpin (serine protease inhibitor) 


9.5e- 
151 


511.0 




1-425 


1166 


Peptidase C14 


Caspase domain 


2.4e-06 


23.6 




7-40 


1167 


12 


Immunoglobulin domain 


2e-05 


23.2 




42-96 


1167 


* B 

ie 


Immunoglobulin domain 


0.0012 


16.6 




135-197 


1167 


is 


Immunoglobulin domain 


0.0013 


16.4 




237-297 


1168 


UK 


Virulence determinant 


0.083 


7.0 




14-38 


1168 


TIP120 


TBP (TATA-binding protein) -interacti 


0 


2347. 
3 




25-908 


1168 


HEAT 


HEAT repeat 


0.093 
0.022 


8.3 
10.4 


2 
3 


248-286 
343-364 


1168 
1168 


HEAT 

Armadillo_seg 


HEAT repeat 

Armadillo/beta-catenin-like repeat 


0.2 


8,0 


2 


682-721 


1169 


lectin c 


Lectin C-type domain 


7.4e-19 


72.8 


1 


131-231 


1171 


WD40 


WD domain. G-beta repeat 


8.5e-ll 


40.4 


1 


223-260 


1171 


WD40 


WD domain, G-beta repeat 


2.8e-06 


24.7 


2 


280-316 


1171 


WD40 


WD domain, G-beta repeat 


9e-09 


33.4 


3 


320-357 

^» rrs AAA 


1171 


WD40 


WD domain, G-beta repeat 


0.0041 


13.7 


4 


362-398 


1171 


WD40 


WD domain, G-beta repeat 


3.1e-14 


52.4 


5 


403-440 


1171 


WD40 


WD domain, G-beta repeat 


4.3e-12 


45.0 


6 


445-491 


1171 


WD40 


WD domain. G-beta repeat 


l.le-14 


54.0 


7 


496-533 


1171 


WD40 


WD domain, G-beta repeat 


0.23 


7.6 


8 


538-574 


1172 


ifi 


Immunoglobulin domain 


2.3e-05 


22.9 


1 


42-99 


1172 


__ia 

ig 


Immunoglobulin domain 


0.0023 


15.5 


2 


139-198 


1172 


MBOAT 


MBOAT family _ 


3.1e-07 


26.8 


1 


741-769 


1173 


>g 


Immunoglobulin domain 


2.3e-05 


22.9 


1 


42-99 


1173 


ig 


Immunoglobulin domain 


0.0023 


15.5 


2 


139-198 


1173 


MBOAT 


MBOAT family 


3.ie-u/ 


ZO.o 


i 
i 


741-769 


1174 


MBOAT 


MBOAT family 


2.3e-08 


30.9 


1 


90-249 


1174 


MBOAT 


MBOAT family 


4.7e-09 


33.5 


2 


308-351 


1175 


PTE 


Phosphotriesterase family 


1.2e- 
139 


474.0 


1 


" 7-233 


1182 


Pox int trans 


Poxvirus intermediate transcription fac 


0.092 


5.7 


1 


94-122 


1183 


PS Dcarbxylase 


Phosphatidylserine decarboxylase 


0.011 


11.4 


1 


165-181 


1182 


1 PS Dcarbxylase 


Phosphatidvlserine decarboxylase 


8.3e-52 


182.3 


2 


246-467 


118' 


[ TSC22 


TSC-22/dip/bun family 


5e-47 


146.4 


1 


124-183 


118( 


5 ADP_PFK_GK 


ADP-specific 

Phosphofructokinase/Glucokin 


7e-227 


763.9 


1 


68-492 
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iii_vdiiie 


Score 


JVC pC did 


Position 


1 1 on 
1186 


fVLanmtoi an i 


Mannitol dehydrogenase 


ft 059 


u.o 


1 


394-413 


1187 


DENN 


DENN (AEX-3) domain 


0.054 


6.0 


1 


16-40 | 


1188 


rxnnn t xt * . , 

DPPlV_N_term 


Dipeptiayl pepuaase iv {urr iy) jn- 
termi 


ft s 

yj.j 


i i 
1 .i 


1 

1 


310-346 


1188 


r\nnn/ xt i a n 

DPPIV__N_term 


Dipepndyl peptidase IV (Drr iv; N- 
termi 


7 /Lp_07 


1Q 7 




5 1 1-608 


1 1 oo 
11 00 


T^DDTV/ XT ♦arm 

Urr 1 V_ M_term 


Dipeptiayl pepuaase l v \ur r i v ) jn- 
termi 




91 7 


J 


646-680 


1 1 oo 

1188 


Peptidase S9 


Prolyl oligopeptidase family 


1 0p_1 1 


jO.O 


1 
1 


692-764 


1188 


Esterase 


Putative esterase 


0.062 


6.6 


1 


738-781 


1189 


DPPIV_N_term 


Dipepudyl peptidase IV (Urr IV; JN- 
termi 




i i 
l.i 


1 
i 


-i 1 (Y.'XAf, 
0 1U*0*tU 


1189 


T\T>nT\/ "VT 1 

DPPIV_N_terrn 


Dipeptiayl peptidase 1 v \urr i v; jn- 
termi 


0 Aj> 07 


10 7 
ly* I 


it 


SI 1-608 


1 1 on 
Hoy 


TMjnn; XT f Q ~— , 

Urr I v_lN_term 


jjipepuayi pepuaase iv ^urr iv; in- 
termi 




91 7 

Alt/ 


3 


646-680 


1 1 so 

1 107 


r epuaasc_o y 


Prnlvl r\1icrnr>pntiHcJCP fbmilv 

rruiyi uxigupcpiiuooc Laimiy 


3.9e-ll 


36.8 


1 


692-764 


1 1 CO 

Hoy 


Esterase 


ruiauve esterase 


0.062 


6.6 


1 


738-781 


1 1 on 
1 ly\J 


urn v_iN^ieiin 


Dir»Pn+iHv1 npnriHncp TV rnPP T\A N- 
fprmi 

IG1JU1 


0.5 


1.1 


1 


310-346 


i ion 


DPPTV M term 


Dinentidvl nentidase TV (DPP TV) N- 
termi 


5.3e-08 


21.7 


2 


633-667 


1190 


Peptidase S9 


Prolvl olisooeotidase familv 


3.9e-ll 


36.8 


1 


679-751 


1190 




Putative esterase 

A UU4UTV WOVVlUtfW 


0.062 


6.6 


1 


725-768 


1101 


Rihosomal S25 


S25 ribosomal orotein 


6.7e-67 


232.4 


1 


2-100 


1191 


DUF387 


Putative transcriptional regulators (Y p 


0.099 


5.8 


1 


65-87 


1193 


ank 


Ankyrin repeat 


6.7e-10 


38.6 


2 


49-81 


1193 


ank 


Ankyrin repeat 


2.7e-08 


32.8 


3 


82-114 


1193 


ank 


Ankyrin repeat 


0.0036 


14.4 


4 


115-147 


1193 


ank 


Ankvrin reoeat 


1.5e-ll 


44.5 


5 


148-180 


1193 


ank 


Ankyrin repeat 


1.2e-08 


34.1 


6 


181-213 


1193 


ank 


Ankvrin reoeat 


3.3e-08 


32.5 


7 


214-246 


1193 


ank 


Ankyrin repeat 


3.4e-ll 


43.2 


8 


247-279 


1193 


ank 


Ankvrin reoeat 


1.3e-08 


33.9 


9 


280-313 


1193 


ank 


Ankvrin reoeat 


0.0027 


14.9 


10 


314-346 


1193 


ank 


Ankvrin reoeat 


8.5e-08 


31.1 


11 


347-379 


1191 


ank 


Ankvrin reoeat 


0.013 


12.4 


12 


380-404 


1193 


ank 


Ankvrin reoeat 


8.3e-08 


31.1 


13 


431-463 


1193 


ank 


Ankvrin reoeat 


l.le-09 


37.8 


14 


464-496 


1193 


ank 


Ankvrin reoeat 


6.9e-07 


27.8 


15 


497-557 


1193 


pnHnniidpfl<:fi 7 

VilUUllUViVAdV / 


Recombination endonuclease VII 

IXVVvlllUlllnblvU vllUvUUvlwlWV T 1A 


0.034 


9.6 


1 


513-537 


1 1Q1 

1 1 y j 


anlf 

CUJ.IV. 


Anlrvrin rAriPot 


0.0047 


14.0 


16 


558-581 


1193 


ank 


Ankyrin repeat 


1.2e-05 


23.3 


17 


596-625 


1193 


ank 


Ankyrin repeat 


3.8e-10 


39.4 


18 


626-658 


1193 


ank 


Ankyrin repeat 


0.00034 


18.1 


19 


660-692 


1193 


ank 


Ankyrin repeat 


1.5e-09 


37.3 


20 


696-728 


1193 


ank 


Ankyrin repeat 


1.5e-05 


23.0 


21 


729-761 


1193 


ank 


Ankyrin repeat 


9.7e-05 


20.1 


22 


762-784 


1193 


ank 


Ankyrin repeat 


2.3e-07 


29.5 


23 


798-821 


1193 


ank 


Ankyrin repeat 


0.0023 


15.1 


24 


830-853 


1193 


ank 


Ankyrin repeat 


3.6e-10 


39.5 


25 


865-897 


1193 


ank 


Ankyrin repeat 


4.3e-06 


24.9 


26 


898-931 


1193 


ank 


Ankyrin repeat 


0.00019 


19.1 


27 


932-964 


1193 


ank 


Ankyrin repeat 


1.6e-07 


30.0 


28 


968- 
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1000 


1194 


trypsin 


irypsm 


1.5e-23 


72.8 




166-342 


1194 


PDZ 


PDZ domain (Also known as DHR or 

fix nir\ 


0.0018 


14.0 


i 


372-412 


1195 


7trn__l 


/ uraiismemDrane receptor ^ruuuupoiu 
ranuiyj 


2.4e-18 


53.6 


1 


1-137 


1 1 Oft 


vwc 


vAn WJllphrand fantnr tvne d domain 


5.4e-05 


19.0 


1 


66-105 


1196 


vwc 


von Willebrand factor type C domain 


0.16 


6.8 




108-163 


1 1 O/T 

119o 


vwc 


\rr\r\ XkIl\\i*\\Yt*r\A •fbffrtr tvnP 1° domain 

VOn WlJLieDTanQ IaClUi iypc uuiiuuii 


2e-07 


27.4 




166-192 


1197 


7tm_l 


/ TJaXJiUlGinurallC rCvCpiUl ^liluuviyaiii 
Lalllliyj 


4.5e-36 


106.7 


! 


46-295 




Metny i uransi u i z 


T^19 olocc "M6 adpnfne^cnerifie DNA 

IHCl 


2.1e-36 


127.8 




30-152 


1 100 


iipocaiin 


F inocalin / rvfosolic ftittv-acid binding 

-Ei . ; 


1.8e-21 


80.6 




32-176 


1900 


IXvlN/V Oil LI 


OB-fold nucleic acid bindine domain 


2.7e-15 


56.4 


I 


44-118 


1200 


tRNA-synt 2 


tRNA synthetases class II (D, K and N) 


2.7e-91 


313.5 


1 


135-473 


1ZUZ 


PAP> ItinHino 9 

rJ\u Dinaing z, 


T7AT*i Viindincr domain 
r r\xJ uiiiiuiig uuiucuii 


5.9e-54 


182.8 




5-100 




PacfrPFNJ 


friianinp nucleotide exchange factor for 
Ras-1 


0.00072 


15.7 


I 


39-87 


1901 


RacOFF 


RasfiRF domain 


0.39 


5.5 




211-240 


1901 


Ba«:OFF ! 


RasGEF domain 


6.8e-18 


69.6 




280-360 


1904 


JVXl 


TCH domain 

lul UwlllCilli 


3.8e-17 


61.6 


1 


17-63 


1904 




HC H domain 


5.4e-19 


68.0 




101-150 


1904. 

1^U*T 




TCH domain 


5.8e-16 


57.6 


3 


265-313 




tran sleet nvr 


Transketolase, pyridine binding domai 


3.3e-75 


258.0 


I 


15-190 


1906. 


traticlfptftlaQft CI 


Transketolase, C-terminal domain 


2e-59 


194.9 


I 


208-331 


1907 


C* fll spmipotrin 


Cal seauestr in 

ViUOvUUvgU 111 


6.3e- 
294 


986.6 


I 




5-390 


1907 


thiored 


Thioredoxin 

A til VI VUUAIII 


0.057 


9.0 




123-152 


1909 


PH 


PH domain 


0.0057 


11.0 




70-97 


1210 


it? 


Immunoglobulin domain 


4.9e-07 


29.2 




35-112 


1210 


iff 


Immunoglobulin domain 


2e-06 


26.9 




154-228 


1213 


cadherin 


Cadherin domain 


0.00026 


16.8 


1 


33-96 I 


1911 


radii prin 


C!adherin domain 


1.3e-06 


24.8 




143-235 


1911 
11.10 


padViprin 


f adherin domain 


1.3e-22 


80.6 


3 


249-343 


1911 


cadherin 


Cadherin domain 

V-saVlllvl 111 UwlllCUll 


2.9e-14 


51.4 




361-448 


1911 

LL LJ 


padhprfn 


fladherin domain 

V»*CH111 Willi UUUluUI 


1.7e-22 


80.2 


5 


462-558 


1911 
1Z1 J 


LaUUCl 111 


CadViprin domain 
\_>auiiciiii uuiiiaiu 


2.4e-10 


37.8 




597-667 


1214 


calreticulin 


Calreticulin family 


3.6e- 
221 


715.1 


1 


21-315 


1218 


Alpha L fucos 


Alpha-L-fucosidase 


0.018 


8.4 




10-34 


1991 


Octponontin 

V/O LV VL/V/11 kill 


Osteonontin 


1.4e-20 


64.7 


"1 


1-30 


1221 


Osteopontin 


Osteopontin 


2e-166 


531,5 




31-275 


1222 


serpin 


Serpin (serine protease inhibitor) 


2.4e- 
156 


529.6 




78-443 


1223 


ig 


Immunoglobulin domain 


0.00035 


18.5 




31-101 


1223 


ig 


2/3 143 210.. 7 52 


1.3e-08 


35.1 




252-303 


1225 


HATPase c 


Histidine kinase-, DNA gyrase B-, and 


3.8e-15 


54.5 




16-164 


1225 


DNA_gyraseB 


DNA gyrase B 


4.1e-57 


199.9 




210-370 


1225 


DNAJopoisoIV 


DNA gyrase/topoisomerase IV, subunit 


13o- 
189 


610.1 




653- 
1120 


1225 


DUF188 


Uncharacterized BCR, YauVYqxD 
family 


0.025 


8.2 


1 


1095- 
1121 
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1226 


AMP-binding 


AMP-binding enzyme 


7.3e-84 


288.8 


1 


/\c con 

105-539 


1227 


pa 


PQ domain 


8.7e-10 


36.4 


1 


46-101 


1228 


Clq 


Clq domain 


6e-45 


159.5 


1 


73-202 


1229 


BTB 


BTB/POZ domain 


9.8e-14 


51.0 


1 


9-69 


1229 


BTB 


BTB/POZ domain 


0.68 


4.5 


2 


70-101 


1230 


ank 


Ankyrin repeat 


0.93 


5.8 


1 


7-39 


1230 


ank 


Ankyrin repeat 


0.00039 


17.9 


2 


40-85 


1230 


ank 


Ankyrin repeat 


2.1e-05 


22.4 


3 


86-147 


1230 


ank 


Ankyrin repeat 


0.057 


10.1 


4 


148-180 


1230 


ank 


Ankyrin repeat 


3.6e-10 


39.5 


5 


181-213 


1230 


ank 


Ankyrin repeat 


7.2e-08 


31.3 


6 


214-246 


1230 


ank 


Ankyrin repeat 


3.7e-06 


25.1 


7 


247-279 


1230 


ank 


Ankyrin repeat 


1.7e-08 


33.6 


8 


280-3 12 


1230 


ank 


Ankyrin repeat 


4.9e-07 


28.3 


9 


313-346 


1230 


ank 


Ankyrin repeat 


0.00014 


19.6 


10 


347-379 


1230 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


11 


Ann A 1 i*l 

380-412 


1230 


ank 


Ankyrin repeat 


0.038 1 


10.8 


12 


413-437 


1230 


ank 


Ankyrin repeat 


2.5e-08 


32.9 


13 


464-496 


1230 


ank 


Ankyrin repeat 


7.6e-08 


31.2 


14 


497-529 


1230 


ank 


Ankyrin repeat 


2.2e-07 


29.5 


15 


530-590 


1230 


ank 


Ankyrin repeat 


0.0048 


14.0 


16 


591-613 


1230 


ank 


Ankyrin repeat 


0.0097 


12.9 


17 


629-658 


1230 


ank 


Ankvrin repeat 


3.3e-06 


25.3 


18 


659-691 


1230 


ank 


Ankyrin repeat 


2.3e-05 


22.3 


19 


693-727 


1230 


ank 


Ankyrin repeat 


3.1e-09 


36.2 


20 


729-761 


1230 


ank 


Ankyrin repeat 


0.00054 


17.4 


21 


762-794 


1230 


ank 


Ankyrin repeat 


5.7e-06 


24.5 


22 


795-827 


1230 


ank 


Ankyrin repeat 


9.6e-05 


20.1 


23 


832-855 


1230 


ank 


Ankvrin repeat 


0.0013 


16.0 


24 


864-892 


1230 


ank 


Ankyrin repeat 


1.7e-08 


33.5 


25 


899-931 


1230 


ank 


Ankyrin repeat 


3.4e-06 


25.3 


26 


932-965 


1230 


ank 


Ankyrin repeat 


0.001 


16.4 


27 


966-998 


1230 


ank 


Ankyrin repeat 


2.5e-07 


29.3 


28 


1006- 
1034 


1231 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
do 


1.5e-61 


210.5 


1 


38-217 


1231 


LBP BPI_CETP 

c 


LBP / BPI / CETP family, C-terminal 
do 


7.3e-27 


96.9 


1 


242-472 


1232 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
do 


1.5e-61 


210.5 


1 


38-217 


1232 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


1.3e-25 


92.4 


1 


242-472 


1233 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
do 


1.5e-61 


210.5 


1 


38-217 


1233 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


2.6e-33 


120.1 


1 


242-478 


1234 


DUF408 


Domain of Unknown Function 
(DUF408) 


7.8e- 
114 


388.3 


1 


41-222 


1237 


ig 


Immunoglobulin domain 


5.3e-05 


21.6 


1 


28-86 


1237 


ig 


Immunoglobulin domain 


2e-08 


34.4 


2 


127-184 


1237 


i£ 


Immunoglobulin domain 


6.2e-13 


51.3 


3 


219-277 


1737 


fh3 


Fibronectin type III domain 


6.3e-20 


71.0 


1 


299-385 


1237 


fh3 


Fibronectin type III domain 


8e-10 


35.9 


2 


396-481 


1738 


Nuf2 


Nuf2 family 


3.3e- 


356.3 


1 


1-148 
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^ • 








104 








1238 


HR1 


Hrl repeat 


0.099 


7.1 




187-214 


1240 


Seraa 


Sema domain 


7.6e- ! 
178 


601.0 




59-477 


1240 


squash 


Squash family serine protease inhibitor 


0.033 


5.8 




512-534 


1240 


PSI 


Plexin repeat 


0.00097 


13.3 




514-543 


1240 


UreE_C 


UreE urease accessory protein, C- 
terminal do 


0.09 ! 


7.9 
i 




809-830 


1243 


rrm 


RNA recognition motif. (a.k.a. RRM, 
RBD, or 


0.0012 


15.1 




29-93 


1247 


Peptidase M50 


Peptidase family M50 


0.0024 


12.4 




9-875 


1247 


C tripleX 


Cysteine rich repeat 


0.00046 


13.8 




103-120 


1247 


EGF 


EGF-like domain 


0.089 


9.2 




105-135 


1247 


EGF 


EGF-like domain 


0.0047 


13.8 


2 


148-178 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.0006 


15.5 


1 


152-195 


1247 


EB 


EB module 


0.21 


5.7 


2 


188-217 


1247 


EGF 


EGF-like domain 


3.2e-06 


25.2 


3 


191-221 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.17 


7.0 


2 


199-238 


1247 


EGF 


EGF-like domain 


8.6e-06 


23.6 


4 


234-264 


1247 


DSL i 


Delta serrate ligand 


0.024 


8.9 


4 


250-264 


1247 


EGF 


EGF-like domain 


5.5e-06 


24.3 


5 


277-307 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


1.2e-05 


21.3 


4 


281-317 


1247 


EGF 


EGF-like domain 


0.00028 


18.2 


6 


320-350 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.018 


10.3 


5 


324-351 


1247 


DSL 


Delta serrate ligand 


0.15 


6.3 


6 1 


353-364 


1247 


EGF 


EGF-like domain 


0.053 


10.0 


7 


364-396 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.00011 


18.0 


6 


368-406 


1247 


DSL 


Delta serrate ligand 


0.034 


8.4 


7 


383-396 


1247 


DSL 


Delta serrate ligand 


0.76 


4.0 


8 


397-409 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.68 


4.9 


7 


413-456 


1247 


EGF 


EGF-like domain 


4.8e-05 


20.9 


9 


415-439 


1247 


DSL 


Delta serrate ligand 


0.46 


4.7 


9 


425-439 


1247 


EGF 


EGF-like domain 


1.2e-05 


23.1 


10 


452-482 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.19 


6.9 


8 


460-499 


1247 


DSL 


Delta serrate ligand 


0.21 


5.8 


10 


469-482 


1247 


EB 


EB module 


0.89 


3.8 


4 


492-525 


1247 


EGF 


EGF-like domain 


2.3e-05 


22.1 


11 


495-525 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.011 


11.1 


9 


502-542 


1247 


DSL 


Delta serrate ligand 


0.023 


9.0 


11 


512-525 


1247 


EGF 


EGF-like domain 


0.03 


10.8 


12 


538-568 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.0055 


12.1 


10 


546-587 


1247 


DSL 


Delta serrate ligand 


0.0012 


13.1 


12 


553-568 


1247 


EGF 


EGF-like domain 


0.0001 


19.8 


13 


581-611 


1247 


EB 


EB module 


0.025 


8.5 


5 


eon £i 1 


1247 


laminin EGF 


Laminin EGF-like (Domains HI and V) 


0.065 


8.4 


11 


589-631 


1247 


DSL 


Delta serrate ligand 


0.5 


4.6 


14 


612-624 


1247 


EGF 


EGF-like domain 


0.48 


6.5 


14 


614-624 


1247 


EGF 


EGF-like domain 


0.041 


10.4 


15 


631-669 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.00028 


16.6 


12 


634-658 


1247 


EGF 


EGF-like domain 


0.00023 


18.5 


16 


675-699 


1247 


DSL 


15/20 647 656.. 58 67 


0.15 


6.3 


16 


689-699 


1247 


EGF 


EGF-like domain 


7.7e-05 


20.2 


17 


712-742 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.56 


5.2 


13 


716-752 


1247 


DSL 


15/20 647 656.. 58 67 


0.083 


7.1 


17 


729-742 



WO 2004/080148 



PCT/US2003/030720 



547 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


1247 


EGF 


EGF-like domain 


0.57 


6.2 


18 


745-755 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


3.4e-05 


19.8 


14 


759-802 


1247 


EB 


EB module 


0.079 


7.0 


6 


760-785 


1247 


EGF 


EGF-like domain 


0.0048 


13.7 


19 


761-785 


1247 


DSL 


15/20 647 656.. 58 67 


0.16 


6.2 


19 


772-785 


1247 


EGF 


EGF-like domain 


0.0057 


13.5 


20 


798-828 


1247 


laminin EGF 


I^niinin EGF-like (Domains ill and V) 


0.0035 


12.8 


15 


805-830 


1247 


DSL 


15/20 647 656.. 58 67 


0.44 


4.8 


20 


809-828 


1249 


IBR 


IBR domain 


l.le-05 


19.4 


1 


74-104 


1249 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.029 


6.4 


1 


114-134 


1249 


IBR 


LBR domain 


0.029 


8.4 


2 


132-164 


1250 


NC 


NC domain 


2.2e-47 


167.3 


1 


172-253 


1251 


Aa_trans 


Transmembrane amino acid transporter 
protein 


1.9e-77 


267.5 


1 


52-365 


1252 


Aa_trans 


Transmembrane amino acid transporter 
protein 

r — . 


2.5e-76 


263.7 


1 


45-354 


1252 


Aajrans 


Transmembrane amino acid transporter 
protein 


2.7e-06 


22.9 


2 


355-419 


1254 


FGF 


Fibroblast growth factor 


2.2e-40 


137.9 


1 


42-166 


1255 


LRR 


Leucine Rich Repeat 


0.033 


10.2 


1 


49-70 


1255 


LRR 


Leucine Rich Repeat 


0.21 


7.5 


2 


71-92 


1255 


LRR 


Leucine Rich Repeat 


0.57 


6.0 


3 


94-115 


1255 


LRR 


Leucine Rich Repeat 


0.46 


6.3 


4 


116-140 




RPF65 


Retinal pigment epithelial membrane 
protein i 


8.9e-59 


199.4 


1 


60-416 


1256 


RPE65 


Retinal pigment epithelial membrane 
protein 


4.3e-27 


91.2 


2 


462-579 


1257 


RPE65 


Retinal pigment epithelial membrane 
protein 


8.9e-59 


199.4 


1 


42-398 


1257 


RPE65 


Retinal pigment epithelial membrane 
protein 


4.3e-27 


91.2 


2 


444-561 


1258 


ig 


Immunoglobulin domain 


0.001 


16.8 


1 


39-97 


1258 


ig 


Immunoglobulin domain 


1.2e-ll 


46.5 


2 


128-189 


1260 


DUF948 


Bacterial protein of unknown function 
(DU 


0.058 


8.0 


1 


249-269 


1261 


serpin 


Serpin (serine protease inhibitor) 


3.2e-08 


27.5 


1 


31-82 


1261 


serpin 


Serpin (serine protease inhibitor) 


1.2e-60 


206.3 


2 


212-423 


1262 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


3.7e-16 


56.5 


1 


1-47 


1263 


arf 


ADP-ribosylation factor family 


5.1e-13 


43.2 


1 


10-132 


1264 


PAP2 


PAP2 superfamily 


4.5e-15 


54.4 


1 


106-241 


1765 


SRCR 


Scavenger receptor cysteine-rich doma 


2e-20 


73.6 


1 


37-128 


1265 


SRCR 


Scaveneer receptor cysteine-rich doma 


6e-28 


100.2 


2 


136-227 


1265 


SRCR 


- ii*? ri 1 ; 7— — 

Scavenger receptor cysteine-rich doma 


6.6e-33 


117.8 


3 


232-329 


1265 


Arthro defensin 


Arthropod defensin 


0.0097 


7.3 


1 


340-364 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


3.1e-15 


55.3 


4 


360-459 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


7.6e-33 


117.6 


5 


477-574 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


2e-20 


73.6 


1 


37-128 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


6e-28 


100.2 


2 


136-227 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


6.6e-33 


117.8 


3 


232-329 


1266 


Arthro defensin 


Arthropod defensin 


0.0097 


7.3 


1 


340-364 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


3.1e-l5 


55.3 


4 


360-459 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


7.6e-33 


117.6 


5 


477-574 


1270 


Armadillo seg 


Armadillo/beta-catenin-like repeat 


2.7e-05 


21.8 


1 


53-93 


1270 


Armadillo seg 


2/5 546 586.. 1 41 


0.11 


9.0 


5 


691-716 
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Pneumo att G 


Pneumovirinae attachment membrane 
glycop 


0.098 


4.7 


1 


57-70 


1273 


pkinase 


Protein kinase domain 


3e-77 


266\8 


1 


103-387 


1975 


Pen M12B Droo 
en 


Reprolysin family propeptide 


3.2e-37 


116.5 


1 


97-215 


1275 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


l.le-88 


304.8 


1 


227-426 


1275 


Peptidase M46 


Pregnancy-associated plasma protein-A 


0.056 


5.5 


1 


362-372 


1275 


disintegnn 


Disinteffrin 


1.7e-39 


134.2 


1 


443-518 


1275 


EGF 


EGF-like domain 


0.0023 


14.8 


1 


670-697 


1276 


FeoA 


FeoA family 


0.088 


8.4 


1 


132-239 


1277 


ank 


Ankyrin repeat 


2.3e-05 


22.3 


1 


301-339 


1277 


ank 


Ankyrin repeat 


9.5e-U 


41.6 


2 


340-373 


1277 


Dehydratase LU 


Dehydratase large subunit 


0.015 


7.6 


1 


369-403 


1278 


Peptidase Ml 


Peptidase family Ml 


7.1e- 
137 


383.8 


1 


98-506 


1284 


Aa trans 


Transmembrane amino acid transporter 


2.4e-30 


110.9 


1 


4-397 


1285 


ARPF 


Aromatic-Rich Protein Family 


4.3e-09 


31.3 


1 


74-190 


1288 


LRR 


Leucine Rich Repeat 


0.41 


6.5 


1 


66-89 


1288 


LRR 


Leucine Rich Repeat 


0.0017 


14.6 


2 


90-113 


1288 


LRR 


Leucine Rich Repeat 


0.76 


5.6 


3 


114-137 


1288 


LRR 


Leucine Rich Repeat 


0.0013 


14.9 


4 


138-161 


1288 


LRR 


Leucine Rich Repeat 


0.0043 


13.1 


5 


163-186 


1288 


LRR 


Leucine Rich Repeat 


0.0088 


12.1 


6 


187-210 


1288 


LRR 


Leucine Rich Repeat 


0.063 


9.2 


7 


211-231 


1288 


LRRCT 


Leucine rich repeat Oterminal domain 


2.6e-10 


32.7 


1 


252-297 


1288 


ie 


Immimoglobulin domain J 


5.8e-09 


36.4 


1 


314-372 


1289 


O ; 

Huntingtin 


Huntingtin 


0.077 


5.4 


1 


768-790 


1290 


LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


32-59 


1290 


LRR 


Leucine Rich Repeat 


0.0059 


12.7 


1 


61-84 


1290 


LRR 


Leucine Rich Repeat 


0.00021 


17.6 


2 


85-108 


1290 


LRR 


Leucine Rich Repeat 


0.012 


11.6 


3 


110-132 


1290 


LRRCT 


Leucine rich repeat Oterminal domain 


0.00014 


15.2 


1 


131-144 


1291 


PH 


PH domain 


0.053 


7.8 


1 


7-98 


1291 


DAGKc 


Diacylgjycerol kinase catalytic domain 
(pres 


0.00081 


14.7 


1 


90-177 


1292 


iff 


v r _■ — , : — ■ — 

Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


1292 


ie 


Immunoglobulin domain 


8.1e-09 


35.9 


2 


161-219 


1293 


._is 

ifi 


Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


1293 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 


2 


161-219 


12Q^ 


Clq 


Clq domain 


5.3e-49 


173.0 


1 


72-198 




7tm 1 


7 transmembrane receptor (rhodopsin 
famil 


1.3e-08 


24.4 


1 


49-108 


1296 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


4.6e-31 


91.7 


2 


109-332 


1297 


MED7 


MED7 protein 


0.0099 


9.5 


1 


202-242 


1297 


CH 


Calponin homology (CH) domain 


2.7e-31 


114.2 


1 


215-316 


1297 


CH 


Calponin homology (CH) domain 


3.7e-26 


97.1 


2 


331-433 


1297 


UVR 


UvrB/uvrC motif 


0.0066 


12.8 


1 


652-664 


1297 


spectrin 


Spectrin repeat 


0.007 


11.5 


1 


793-852 


1297 


ACCA 


Acetyl co-enzyme A carboxylase 
carboxy 


0.017 


10.3 


1 


832-873 


1297 


spectrin 


Spectrin repeat 


4.9e-05 


18.9 


2 


922-973 


1297 


PolC DP2 


DNA polymerase II large subunit DP2 


0.013 


2.0 


I 


928-939 


\291 


' DUF622 


Protein of unknown function, DUF622 


0.043 


9.8 


1 


1313- 
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1341 


1297 


Myc-LZ 


Myc leucine zipper domain 


0.13 


7.7 


2 


1313- 
1338 


1297 


spectrin 


Spectrin repeat 


0.38 


5.5 


3 | 


1486- 
1512 


1297 


bZIP 


1/3 644 674.. 35 65 


0.058 


8.8 


3 


1698- 
1722 


1297 


Prefoldin 


Prefoldin subunit 


0.56 


5.2 


3 


1709- 
1736 


1297 


M 


M protein repeat 


0.44 ! 


8.1 


2 


1939- 
1959 


1297 


ldh_C 


lactate/malate dehydrogenase, alpha/be 


0.35 


5.2 


2 


2093- 
2118 


1297 


FTCD_C 


Formiminotransferase-cyclodeaminase 


0.029 


9,2 


1 


2108- 
2146 


1297 


Laminin_II 


Laminin Domain II 


0.032 


9.5 


1 


2152- 
2219 


1297 


Tropomyosin 


Tropomyosin 


0.019 


8.9 


1 


2210- 
2251 


1297 


Pox A typejnc 


2/7 1057 1069.. 1 13 


0.47 


6.6 


6 


2364- 
2379 


1297 


Tropomyosin 


Tropomyosin 


0.72 


3.2 


2 


2396- 
2425 1 


1297 


Pox A_type__inc 


2/7 1057 1069.. 1 13 


0.57 


6.3 


7 


2399- 
2421 


1297 


Plectin 


Plectin repeat 


le-19 


74.9 


2 


2734- 
2778 


1297 


Plectin 


Plectin repeat 


8.3e-16 


60.6 


3 


2808- 
2852 


1297 


CBM_14 


Chitin binding Peritrophin-A domain 


0.0038 


11.3 


1 


2867- 
2884 


1297 


Plectin 


Plectin repeat 


2e-05 


22.8 


4 


2907- 
2939 


1297 


Plectin 


Plectin repeat 


0.018 


12.0 


6 


3012- 
3042 


1297 


Plectin 


Plectin repeat 


2.1e-20 


77.4 


7 


3043- 
3087 


1297 


ECH 


Enoyi-CoA hydratase/isomerase family 


0.00096 


14.0 


1 


3059- 
3080 


1297 


Plectin 


Plectin repeat 


0.083 


9.6 


8 


3088- 
3118 


1297 


Plectin 


Plectin repeat 


1.3e-16 


63.5 


9 


3119- 
3163 


1297 


Plectin 


Plectin repeat 


0.44 


6.9 


10 


3169- 
3201 


1298 


MED7 


MED7 protein 


0.0099 


9.5 


1 


202-242 


1298 


CH 


Calponin homology (CH) domain 


2.3e-29 


107.8 


1 


215-328 


1298 


CH 


Calponin homology (CH) domain 


3.7e-26 


97.1 


2 


343-445 


1298 


UVR 


UvrB/uvrC motif 


0.0066 


12.8 


1 


664-676 


1298 


spectrin 


Spectrin repeat 


0.007 


11.5 


1 


805-864 


1298 


ACCA 


Acetyl co-enzyme A carboxylase 
carboxy 


0.017 


10.3 


1 


844-885 


1298 


spectrin 


Spectrin repeat 


4.9e-05 


18.9 


2 


934-985 


1298 


PolC DP2 


DNA polymerase II large subunit DP2 


0.013 


2.0 


1 


940-951 


1298 


DUF622 


Protein of unknown function, DUF622 


0.043 


9.8 


1 


1325- 
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1353 


1298 


Myc-LZ 


Myc leucine zipper domain 


0.13 


7.7 


2 


1325- 
1350 


1298 


sriectrin 


Spectrin repeat 


0.38 


5.5 


3 


1498- 
1524 


1298 


bZIP 


1/3 656 686.. 35 65 


0.058 


8.8 


3 


1710- 
1734 


1298 


Prefoldin 


Prefoldin subunit 


0.56 


5.2 


3 


1721- 
1748 


1298 


M 


M protein repeat 


0.44 


8.1 


2 


1951- 
1971 


1298 


ldh C 


lactate/malate dehydrogenase, alpha/be 


0.35 


5.2 


2 


2105- 
2130 


1298 


FTCD C 


Forrniminotransferase-cyclodeaminase 


0.029 


9.2 


1 


2120- 
2158 


1298 


Laminin II 


Laminin Domain II 


0.032 


9.5 


1 


2164- 
2231 | 


1298 


Trooomvosin 


Tropomyosin 


0.019 


8.9 


1 


2222- 
2263 


1298 


Pox A tvDe inc 


2/7 1069 1081.. 1 13 


0.47 


6.6 


6 


2376- 
2391 ! 


1298 


Tropomyosin 


Tropomyosin 


0.72 


3.2 


2 


2408- 
2437 


1298 


Pox A type inc 


2/7 1069 1081.. 1 13 


0.57 


6.3 


7 


2411- 
2433 


1298 


Plectin 


Plectin repeat 


le-19 


74.9 


2 


2746- 
2790 


1298 


Plectin 


Plectin repeat 


8.3e-16 


60.6 


3 


2820- 
2864 


1298 


CBMJ4 


Chitin binding Peritrophin- A domain 


0.0038 


11.3 


1 


2879- 
2896 


1298 


Plectin 


Plectin repeat 


2e-05 


22.8 


4 


2919- 
2951 


1298 


Plectin 


Plectin repeat 


0.018 


12.0 


6 


3024- 
3054 


1298 


Plectin 


Plectin repeat 


2.1e-20 


77.4 


7 


3055- 
3099 


1298 


ECH 


Enoyl-CoA hydratase/isomerase family 


0.00096 


14.0 


1 


3071- 
3092 


1298 


Plectin 


Plectin repeat 


0.083 


9.6 


8 


3100- 
3130 


1298 


Plectin 


Plectin repeat 


1.3e-16 


63.5 


9 


3131- 
3175 


1298 


Plectin 


Plectin repeat 


0.44 


6.9 


10 


3181- 
3213 


1304 


DUF544 


Protein of unknown function (DUF544) 


5.8e-80 


275.8 


1 


157-282 


1305 


DUF544 


Protein of unknown function (DUF544) 


5.8e-80 


275.8 


1 


272-397 


1306 


ig 


Immunoglobulin domain 


2.2e-08 


34.3 


1 


26-93 


1306 


ig 


Immunoglobulin domain 


2.5e-06 


26.5 


2 


132-191 


L306 


MAM 


MAM domain 


6.9e-72 


249.0 


1 


422-595 


1308 


APH 


Phosphotransferase enzyme family 


2.9e-42 


150.6 


1 


40-256 


1308 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.00024 


17.0 


1 


505-585 


1308 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 


1 


618-769 
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1309 


APH 


Phosphotransferase enzyme family 


7.7e-32 


116.0 




80-238 


1309 


Acyi-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.00024 


17.0 




487-567 


1309 


Acyl~CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 




600-751 


1310 


Cation efflux 


Cation efflux family 


3e-09 


34.4 




69-145 


1311 


CaMBD 


Calmodulin binding domain 


0.074 i 


7.8 




716-732 


1311 


10 


IQ calmodulin-binding motif 


1.3e-05 


22.1 




738-758 


1312 


SAM 


SAM domain (Sterile alpha motif) 


0.00073 


15.4 




304-369 


1312 


SAM 


SAM domain (Sterile alpha motif) 


2.2e-10 


38.2 




382-446 


1312 


SAM 


SAM domain (Sterile alpha motif) 


0.06 


8.7 




470-499 


1313 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


7.1e-25 


70.3 




80-126 


1313 


Herpes_UL49_5 


Herpesvirus UL49.5 
envelope/tegument pr 


0.082 


7.4 




147-170 


1314 


DUF692 


Protein of unknown function (DUF692) 


0.088 


6.2 




1703- 
1722 


1314 


HECT 


HECT-domain (ubiquitin-transferase) 


1.9e- 
196 


662.8 




2002- 
2309 


1314 


V-ATPase_C 


V-ATPase subunit C 


0.032 


7.2 




2185- 
2213 


1315 


PAP2 


PAP2 superfamily 


1.5e-25 


91.6 




66-218 


1316 


PAP2 


PAP2 superfamily _J 


5.1e-30 


107.5 




98-236 


1317 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 




41-116 


1321 


LRRNT 


Leucine rich repeat N-terminal domain 


1.3e-06 


24.2 




115-143 


1321 


LRR 


Leucine Rich Repeat 


0.098 


8.6 




145-168 


1321 


LRR 


Leucine Rich Repeat 


8.2e-06 


22.3 




169-194 


1321 


FNIP 


FNIP Repeat 


0.36 


6.7 




195-225 


1321 


LRR 


Leucine Rich Repeat 


0.63 


5.9 




195-207 


1321 


LRR 


Leucine Rich Repeat 


0.0026 


13.9 


4 


240-265 


1321 


LRR 


Leucine Rich Repeat 


0.018 


11.1 


5 


266-285 


1321 


LRR 


Leucine Rich Repeat 


0.00014 


18.1 


6 


287-310 


1321 


LRR 


Leucine Rich Repeat 


0.00013 


18.3 


7 


311-336 


1321 


LRR 


Leucine Rich Repeat 


0.00015 


18.1 


8 


337-356 


1321 


LRR 


Leucine Rich Repeat 


0.22 


7.4 


9 


358-381 


1321 


LRR 


Leucine Rich Repeat 


0.002 


14.3 


10 


382-407 


1321 


LRR 


Leucine Rich Repeat 


0.022 


10.7 


11 


408-427 


1321 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


12 


453-478 


1321 


LRR 


Leucine Rich Repeat 


0.00049 


16.4 


13 


479-498 


1321 


LRR 


Leucine Rich Repeat 


0.13 


8.1 


15 


524-549 


1321 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


16 


550-569 


1321 


LRR 


Leucine Rich Repeat 


5.2e-05 


19.6 


17 


571-594 


1321 


LRR 


Leucine Rich Repeat 


0.37 


6.6 


18 


595-620 


1322 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


50-117 


1322 


ig 


Immunoglobulin domain 


AAA A f\ 

0.00049 


18.0 


2 


ID /-/I J 


1322 


ig 


Immunoglobulin domain 


2.8e-09 


37.6 


3 


267-321 


1323 


ig 


Immunoglobulin domain 


0.24 


7.9 


1 


50-117 I 


1323 


ig 


Immunoglobulin domain 


0.00049 


18.0 


2 


157-215 


1323 


ig 


Immunoglobulin domain 


0.00077 


17.2 


3 


267-303 


1324 


tsp 1 


Thrombospondintype 1 domain 


2.9e-07 


25.9 


1 


37-81 


1325 


Guanylin 


Guanylin precursor 


0.00035 


9.9 


1 


1-24 


1325 


ApoClI 


Apolipoprotein C-II 


9.1e-43 


152.3 


1 


23-99 


1326 


Guanylin 


Guanylin precursor 


0.00035 


9.9 


1 


1-24 


1326 


ApoCII 


Apolipoprotein C-II 


9,le-43 


152.3 


1 


23-99 


1328 


SRCR 


Scavenger receptor cysteine-rich 


6.5e-37 


131.9 


1 


14-111 
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domain 










1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.2e-34 


123.9 


2 


188-285 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


4.7e-37 


132.4 


3 


300-397 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.5e-35 


127.1 


4 


405-503 


1328 


DUF159 


Uncharacterised ACR, COG2135 


0.092 


3.7 


1 


565-587 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.8e-27 


98.6 


5 


638-729 


1329 


ig 


Immunoglobulin domain 


0.81 


5.9 


1 


37-84 


1329 


ig 


Immunoglobulin domain 


0.051 


10.4 


2 


113-165 


1331 


efhand 


EF hand 


0.025 


12.1 


1 


12-40 


1331 


efhand 


EF hand 


0.97 


6.2 


2 


59-76 


1331 


efhand 


EFhand 


0.041 


11.2 


3 


85-113 


1333 


wnt 


wnt family 


6.9e- 
240 


694.6 


1 


40-365 


1335 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


8.8e-18 


51.9 


1 


8-75 


1336 


SAP 


SAP domain 


3.8e-07 


29.1 


1 


11-45 


1336 


zf-MIZ 


MLZ zinc finger 


4.1e-41 


120.1 


1 


323-375 


1337 


FA desaturase 


Fatty acid desaturase 


1.2e-76 


264.7 


1 


71-296 


1338 


cystatin 


Cystatin domain 


0.074 


6.5 


1 


25-45 


1340 


actin 


Actin 


5.4e-67 


221.4 


1 


4-362 


1340 


E1_N 


El Protein, N terminal domain 


0.08 


6.5 


1 


149-158 


1341 


ion trans 


Ion transport protein 


0.007 


10.9 


1 


114-168 


1341 


ion trans 


Ion transport protein 


5e-05 


18.6 


2 


211-302 


1343 


ig _ 


Immunoglobulin domain 


6.1e-06 


25.1 


1 


124-182 


1343 


ig 


Immunoglobulin domain 


2.2e-06 


26.8 


2 


224-281 


1343 


ig 


Immunoglobulin domain 


7.6e-08 


32.2 


3 


316-372 


1343 


m3 


Fibronectin type in domain 


2.8e-16 


58.3 


1 


394-480 


1343 


fh3 


Fibronectin type III domain 


6.6e-17 


60.5 


2 


492-578 


1343 


fh3 


Fibronectin type III domain 


0.013 


10.8 


3 


598-654 


1344 


DUF84 


Protein of unknown function DUF84 


0.098 


5.9 


1 


8-22 


1344 


ig 


Immunoglobulin domain 


3e-07 


30.0 


1 


53-110 


1344 


ig 


Immunoglobulin domain 


1.8e-07 


30.9 


2 


150-216 


1344 


ig 


Immunoglobulin domain 


2.9e-08 


33.8 


3 


255-310 


1344 


ig 


Immunoglobulin domain 


4.6e-07 


29.3 


4 


350-417 


1344 


ig 


Immunoglobulin domain 


l.le-07 


31.6 


5 


456-516 


1344 


ig 


Immunoglobulin domain 


8.8e-05 


20.8 


6 


553-617 


1344 


MAM 


MAM domain 


6.7e-77 


265.6 


1 


753-918 


1345 


kazal 


Kazal-type serine protease inhibitor 
domain 


7.7e-06 


25.8 


1 


121-168 


1345 


ig 


Immunoglobulin domain 


l.ze-Uo 


T7 *7 
Zf. 1 


i 
i 




1346 


RNA helicase 


RNA helicase 


0.031 


7.9 


1 


82-109 


1346 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.055 


7.3 


1 


87-100 


1348 


ig 


Immunoglobulin domain 


8.5e-07 


28.3 


1 


61-120 


1348 


i£ 


Immunoglobulin domain 


0.00026 


19.0 


2 


155-214 


1348 


ig 


Immunoglobulin domain 


4.7e-08 


33.0 


3 


258-315 


1348 


ig 


Immunoglobulin domain 


2.3e-05 


23.0 


4 


348-404 


1348 


ig 


Immunoglobulin domain 


4.6e-09 


36.8 


5 


440-497 


1348 


ig 


Immunoglobulin domain 


8.8e-07 


28.3 


6 


530-596 


1348 


fh3 


Fibronectin type III domain 


5.2e-20 


71.3 


1 


615-704 


1348 


fn3 


Fibronectin type III domain 


0.0015 


14.1 


2 


717-807 
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1348 


fh3 


Fibronectin type III domain 


8.9e-14 


49.6 


3 


819-907 


1348 


fh3 


Fibronectin type III domain 


0.00019 


17.2 


4 


919- 
1002 


1350 


serpin 


Serpin (serine protease inhibitor) 


5.1e- 
197 


664.7 


1 


45-378 


1350 


serpin 


Serpin (serine protease inhibitor) 


8e-09 


29.6 


2 


379-402 


1352 


DREV 


DREV methyltransferase 


7.3e- 
233 


680.7 


1 


56-317 


1353 


CARD 


Caspase recruitment domain 


2.6e-33 


119.8 


1 


2-91 


1355 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


2 


64-96 


1355 


ank 


Ankyrin repeat 


1.6e-06 


26.4 


3 


97-129 


1355 


ank 


Ankyrin repeat 


3.8e-07 


28.7 


4 


130-162 


1355 


ank 


Ankyrin repeat 


0.00011 


19.9 


5 


163-195 


1355 


ank 


Ankyrin repeat 


0.00012 


19.8 


6 


196-228 


1356 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


221-479 


1356 


Aldolase 


KDPG and KHG aldolase 


0.038 


7.4 


1 


868-891 


1357 


pkinase 


Protein kinase domain 


2.8e-05 


18.9 


1 


43-72 


1357 


Aldolase 


KDPG and KHG aldolase 


0.038 


7.4 


1 


461-484 


1358 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


2.6e-13 


38.4 


1 


1-59 


1359 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


0.00037 


12.8 


1 


53-115 


1359 


tRNA-synt_le 


tRNA synthetases class I (C) 


0.0002 


14.0 


1 


345-375 


1359 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


2.4e-07 


23.7 


2 


345-383 


1360 


MHC_U_beta 


Class II histocompatibility antigen, beta 


1.4e-43 


149.3 


1 


42-117 


1363 


ig 


Immunoglobulin domain 


0.86 


5.8 


1 


12-69 


1363 


ig 


Immunoglobulin domain 


0.17 


8.4 


2 


139-200 


1363 


ig 


Immunoglobulin domain 


0.00066 


17.5 ' 


3 


236-294 


1363 


ig 


Immunoglobulin domain 


7.9e-06 


24.7 


4 


344-398 


1364 


fh3 


Fibronectin type III domain 


0.0032 


12.9 


1 


35-125 | 


1365 


IL1 


Interleukin-1 / 18 


5.4e-31 


110.6 


1 


11-155 


1366 


A2M_N 


Alpha-2-macroglobulin family N- 
terminal regi 


1.5e-92 


317.7 


1 


6-613 


1366 


A2M 


Alpha-2-macroglobulin family 


3.6e- 
211 


711.7 


1 


722- 
1449 


1367 


ABC membrane 


ABC transporter transmembrane region 


1.7e-07 


28.5 


1 


1-70 


1368 


UPAR LY6 


u-PAR/Ly-6 domain 


2.6e-37 


134.1 


1 


27-106 


1967 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1967 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1968 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1968 


hormone 


Somatotropin hormone family 


L6e-55 


156.0 


1 


29-141 


1969 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1969 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1970 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1970 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1971 


serpin 


Serpin (serine protease inhibitor) 


5.1e-83 


282.6 


1 


83-449 


1972 


PI-PLC-X 


Phosphatidylinositol-specific 
phospholipase 


3.8e-14 


50.6 


1 


1-33 


1973 


Lipase 3 


Lipase (class 3) 


1.7e-17 


62.0 


1 


399-538 


1976 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.0091 


7.9 


1 


79-109 


1977 


Monooxygenase 


Monooxygenase 


3.8e-12 


44.1 


1 


215-313 


1977 


Monooxygenase 


Monooxygenase 


1.7e-15 


56.1 


2 


358-443 
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m 

1980 J 
1980 s 


Model 1 1 

rf-ANl i 
zf-ANl 


>escription J 

\Nl-like Zinc finger ( 
\Nl-like Zinc finger ! 


Rvalue { 
).032 

?.2e-06 : 


Score 1 
10.1 

Z2.6 : 


Repeats 1 

I i 
I 


Position 

59-98 
149-181 


1981 
1982 

1QR4 


CRAL TRIO ( 

Rhomboid 

LBP BPI_CETP 

1 


~R AT/TRIO domain { 
Rhomboid family 

LBP / BPI / CETP family, N-teraunal 
do 


3.037 

3.9e-32 

4.5e-38 


7.8 

116.9 

130.4 


1 
1 
1 


10-38 

128-282 

33-191 


1984 

1987 
1987 
1988 
1988 
1988 
1988 
1988 
1988 


LBP BPLCETP 
C 

DUF572 1 
DUF572 

Collagen i 
Collagen 1 
Collagen 1 
Collagen 1 
Collagen S 
Collagen I 


LBP / BPI / CETP family, C-termmal 
do 

Family of unknown function (DUF572) 
Family of unknown function (DUF572) 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 


8.3e-14 

3.5e-37 

5e-23 

3.7e-U 

6.6e-ll 

3.9e-13 

0.0069 

0.0001 

4e-09 


49.9 

133.7 

84.4 

44.2 

43.2 

51.6 

13.1 

20.0 

36.5 


1 

1 
2 
1 
2 

3 1 

4 

5 

6 


253-456 

1-61 

91-149 

1-51 

60-115 

116-175 

178-195 

199-230 

239-298 


1988 
1988 
1988 
1988 
1988 
1989 
1989 
1989 
1990 


Collagen [ 
Collagen f 
Collagen 1 
C4 j 
C4 J 
ldl recept_b j 
ldl recept b 
ldl recept_b 
ldl recept_b 


Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
C-terminal tandem repeated domain in 
C-terminal tandem repeated domain in 
Low-density lipoprotein receptor repeat 
Low-density lipoprotein receptor repeat 
Low-density lipoprotein receptor repeat 
Low-density lipoprotein receptor repeat 


1.9e-13 

7.1e-06 

0.0012 

2e-69 

1.3e-77 

7.3e-10 

2.7e-07 

3.2e-07 

7.3e-10 


52.8 

24.3 

16.0 

240.8 

268.0 

34.9 

26.4 

26.2 

34.9 


7 
8 
9 
1 
2 
1 
2 
3 
1 


302-355 

362-395 

396-444 

450-557 

558-672 

56-97 

99-141 

143-185 

56-97 


1990 


ldl recept b 


Low-density lipoprotein receptor repeat 


2.7e-07 


26.4 


2 


99-141 


1990 


ldl_recept_b 


Low-density lipoprotein receptor repeat 


3.2e-07 


26.2 


3 


143-185 


1991 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.00016 


13.3 


1 


76-106 


1992 


cadherin 


Cadherin domain 


2.1e-10 


38.0 


1 


9-105 


1992 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


2 


119-210 


1993 


cadherin 


Cadherin domain 


2.1e-10 


38.0 


1 


9-105 


1993 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


2 


119-210 


1995 


V1R 


Vomeronasal organ pheromone 
receptor family, 


3.8e-08 


27.0 


1 


4-36 


1998 


iff 


1 Immunoglobulin domain 


2.1e-09 


38.1 


1 


18-76 


1998 


._ls 


| Immunoglobulin domain 


7.9e-09 


35.9 


2 


121-179 


1998 


iff 


| Immunoglobulin domain 


0.00014 


20.0 


3 


216-274 


1998 
1998 


iff 
jg 


1 Immunoglobulin domain 
| Immunoglobulin domain 


7.1e-09 
1.7e-10 


36.1 
42.2 


4 

5 


308-366 
403-461 


1999 
1999 


SPRY 
SRP54 


SPRY domain 

SRP54-type protein, GTPase domain 


1.8e-30 
0.0091 


107.5 
11.6 


1 
1 


148-277 
310-325 


1999 


AAA 


f ATPase family associated with various 
cellul 


0.098 


5.8 


1 


313-325 


2000 


ABC tran 


ABC transporter 


2.5e-43 


146.2 


1 


118-301 


2002 


Acyi-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2002 


Acyl-CoAjih 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 


1 


415-566 


2003 


C tripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


76-93 


2002 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


115-143 


2002 
700' 


1 TIL 
\ EGF 


Trypsin Inhibitor like cysteine rich 
domain 

EGF-like domain 


0.0035 
7.5e-05 


11.0 
20.2 


1 
3 


134-155 
155-189 
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2003 


TIL 


Trypsin Inhibitor like cysteine rich 
domain 


0.26 


5.1 


2 


168-195 


2003 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


195-228 


2003 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


240-275 


2003 


MAM 


MAM domain 


9.2e-38 


135.6 


1 


421-566 


2004 


NHL 


NHL repeat 


l.le-10 


42.4 


1 


8-35 


2004 


NHL 


NHL repeat 


2.5e-09 


37.6 


2 


55-82 


2004 


NHL 


NHL repeat 


7.8e-ll 


43.0 


3 


102-129 


2005 


FCH 


Fes/CIP4 homology domain 


0.026 


10.3 


1 


310-350 


2005 


DAG_PE-bind 


Phorbol esters/diacylglycerol binding 
dom 


2.8e-05 


21.7 


1 


738-776 


2005 


RhoGAP 


RhoGAP domain 


3.9e-68 


231.7 


1 


804-976 


2006 


CN hydrolase 


Carbon-nitrogen hydrolase 


4.5e-07 


26.2 


2 


117-206 


2007 


tsp 1 


Thrombospondin type 1 domain 


0.054 


8.4 


1 


5-23 


2008 


Adaptin N 


Adaptin N terminal region 


7.5e-09 


29.6 


1 


1-51 


2008 


Alpha adaptinC2 


Adaptin C-terminal domain 


4.4e-38 


126.8 


1 


183-296 


2008 


Alpha_adaptin_C 


Alpha adaptin AP2, C-terminal domain 


1.6e- 
113 


334.2 


1 


302-414 



2009 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


2009 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


2009 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


2009 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2010 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


2010 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


2010 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


. A i AO 

319-408 


2010 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2011 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


7011 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


2011 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


2011 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2012 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


2012 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


2012 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


2012 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2016 


TFA 


Transcription elongation factor A, Sll-r 


3.4e-23 


87.2 


1 


148-283 


2018 


cadherin 


Cadherin domain 


8e-13 


46.4 


1 


1-49 


7018 


cadherin 


Cadherin domain 


4.5e-09 


33.4 


2 


76-120 


2019 


PGM_PMM 


Phosphoglucomutase/phosphomannom 
utase, C-ter 


0.041 


9.3 


1 


347-389 


2020 


MACPF 


MAC/Perforin domain 


0.00017 


15.5 


1 


132-164 


2021 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


54-94 


7077 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


54-94 


7073 


EMP24 GP25L 


emp24/gp25L/p24 family 


1.9e-15 


55.4 


1 


17-78 


2024 


acid_phosphat 


Histidine acid phosphatase 


7.9e- 
159 


Di/.o 


1 




2026 


KRAB 


KRAB box 


l.le-20 


77.0 


1 


132-172 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-07 


33.4 


1 


485-507 


2026 


zf-C3HC4 


Zinc ringer, C3HC4 type (RING ringer) 


0.54 


2.9 


1 


500-518 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-05 


27.2 


2 


513-535 


7076 


zf-C2H2 


Zinc ringer, C2H2 type 


3.4e-08 


37.4 


3 


543-565 


2026 


zf-C3HC4 


Zinc finger, C3HC4 type (RING ringer) 


0.032 


6.3 


2 


558-576 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


5.7e-06 


28.6 


4 


571-593 


2027 


Vpsl6_N 


Vpsl6, N-terminal region 


2.3e- 
107 


366.9 


1 


1-165 
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2027 


Vpsl6_C 


Vpsl6, C-teiminal region 


5e-203 


684.6 


1 


262-580 


2028 


LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


11-40 


2029 


A2M 


Alpha-2-macroglobuiin family 


6.3e-23 


75.5 


1 


4-86 


2031 


m3 


Fibronectin type III domain 


4.9e-08 


29.7 


1 


3-33 


2031 


fb3 


Fibronectin type III domain 


9.1e-08 


28.7 


2 


46-136 


2032 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


1 


2-25 


2032 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


2 


26-49 


2032 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


3 


50-73 


2032 


LRR 


Leucine Rich Repeat i 


0.16 


7.8 


4 


74-94 


2032 


LRRCT 


Leucine rich repeat C-terminal domain 


2.2e-05 


17.6 


1 


118-132 


2033 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


1 


2-25 


2033 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


2 


26-49 


2033 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


3 


50-73 


2033 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


4 


74-94 


2033 


LRRCT 


Leucine rich repeat C-terminal domain 


2.2e-05 


17.6 


1 


118-132 


2034 


EGF 


EGF-like domain 


0.76 


5.8 


1 


135-157 


2034 


SEA 


SEA domain 


4.9e-06 


22.1 


1 


192-261 


2034 


ig 


Immunoglobulin domain 


9.8e-07 


28.1 


1 


310-376 


2034 


ig 


Immunoglobulin domain 


0.33 


7.4 


2 


509-571 


2034 


GPS 


Latrophilin/CL-l-like GPS domain 


2e-14 


54.5 


1 


975- 
1027 


2034 


7tm_2 


7 transmembrane receptor (Secretin 
family) 


2.8e-20 


71.1 


2 


1086- 
1298 


2035 


TFIIS 


Transcription factor S-II (TFIIS) 


0.019 


10.6 


1 


21-31 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


2 


21-43 


2035 


zf-C2H2 


Zinc ringer, C2H2 type 


2.7e-07 


33.9 


3 


49-71 


2035 


zf-BED 


BED zinc finger 


0.63 


4.8 


1 


50-72 


2035 


XPA N 


2/4 46 56.. 1 11 


0.22 


7.0 


3 j 


74-86 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


8.8e-08 


35.9 


4 


77-99 


2035 


TFIIS 


Transcription factor S-II (TFIIS) 


0.036 


9.7 


4 


105-115 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


0.0096 


15.6 


5 


105-120 


?m8 


zf-C2H2 


Zinc finger, C2H2 type 


0.0099 


15.5 


1 


197-220 


2039 


FHA 


FHA domain 


0.024 


11.6 


1 


45-110 


2039 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2039 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


337-359 


2040 


FHA 


FHA domain 


0.024 


11.6 


1 


45-110 


2040 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2040 


zf-C2H2 


Zinc finger, C2H2type 


0.026 


13.9 


1 


337-359 


2041 


FHA 


FHA domain 


0.024 


11.6 


1 


45-110 


2041 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2041 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


337-359 


2042 


Cwf_Cwc_15 


Cwfl5/Cwcl5 cell cycle control protei 


8.6e- 
161 


544.3 


1 


2-230 


2043 


SRCR 


Scavenger receptor cysteine-rich 
domain 


6.5e-15 


54.2 


1 


8-113 


2043 


Lysyl_pxidase 


Lysyl oxidase 


1.9e- 
140 


476.7 


1 


117-286 


2045 


WD40 


WD domain, G-beta repeat 


0.5 


6.4 


2 


192-217 


2045 


WD40 


WD domain, G-beta repeat 


5.2e-06 


23.8 


3 


248-274 


2045 


DUF130 


Domain of unknown function DUF130 


0.074 


5.9 


1 


264-278 


2045 


WD40 


WD domain, G-beta repeat 


0.35 


7.0 


4 


397-424 


2048 


CTP_transf_l 


Cytidylyltransferase family 


4.9e- 
124 


422.2 


1 


86-417 


2049 


CBM 20 


Starch binding domain 


0.078 


8.5 


1 


14-33 
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2049 


WD40 


WD domain, G-beta repeat 


3.9e-08 


31.2 


1 


93-131 


2052 


7tm_3 


7 transmembrane receptor 
(metabotropic gluta 


5.8e-06 


21.5 


1 


112-153 


2052 


KdgT 


2-keto-3-deoxygluconate permease 


0.068 


7.2 


1 


200-226 


2052 


7tm_3 


7 transmembrane receptor 
(metabotropic gluta 


7.8e-05 


17.4 




221-305 


2054 


HesB-iike 


HesB-like domain 


2.8e-4l 


132.5 


] 


52-154 


2055 




Immunoglobulin domain 


0.032 


11.2 




37-59 


2055 


ig 


Immunoglobulin domain 


0.00033 


18.6 




98-157 


2056 


Mpvl7 PMP22 


Mpvl7/PMP22 family 


8e-14 


51.5 


1 ; 


101-163 


2058 


Collagen 


Collagen triple helix repeat (20 copies) 


0.013 


12.1 




17-38 


2058 


Collagen 


Collagen triple helix repeat (20 copies) 


2.5e-07 


29.8 




40-79 


2058 


vwa 


von Willebrand factor type A domain 


3.2e-13 


42.1 




108-156 


2059 


Sterol desat 


Sterol desaturase 


8.6e-41 


138.1 


l 


1-139 


2060 


*<? 


Immunoglobulin domain 


0.27 


7.7 


\ 


8-26 


2060 


ig 


Immunoglobulin domain 


5.2e-08 


32.9 




97-158 


2061 


RNA helicase 


RNA helicase 


0.00029 


15.0 


i 


40-63 


2061 


AAA 


ATPase family associated with various 
ce 


0.00038 


13.8 


1 


42-58 


2061 


NACHT 


NACHT domain 


0.0022 


12.0 


1 


44-66 


2061 


ADK 


Adenylate kinase 


2.2e-05 


19.0 


1 


77-124 


2064 


UDPGT 


UDP-glucoronosyl and UDP-glucosyl 
transferas 


9.7e-34 


118.7 


1 


1-63 


2065 


TRAPP_Bet3 


Transport protein particle (TRAPP) 
compone 


9e-70 


242.0 


1 


18-171 


2066 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.013 


7.4 


1 


83-101 


2068 


ig 


Immunoglobulin domain 


0.0042 


14.5 


1 


33-110 


2068 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 


1 


170-203 


2068 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 


1 


174-193 


2069 


ig 


Immunoglobulin domain 


0.0042 


14.5 


1 


33-110 


2069 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 


1 


170-203 


2069 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 


1 


174-193 


2070 


ig 


Immunoglobulin domain 


0.0042 


14.5 


1 


33-110 


2070 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 


1 


170-203 


2070 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 


1 


174-193 


2071 


PH 


PH domain 


1.9e-21 


72.0 


1 


75-173 


2072 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


41-123 


2073 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


41-123 


2074 


Ribosomal L34e 


Ribosomal protein L34e 


3.5e-72 


232.6 


1 


12-110 


2075 


CDC50 


LEM3 (ligand-effect modulator 3) 
family /CD 


0.049 


6.6 




90-117 


2077 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2078 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2079 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2080 


ig 


Immunoglobulin domain 


4.9e-06 


25.4 




109-171 


2081 


Monooxygenase 


Monooxygenase 


0.0069 


10.9 




593-611 


2081 


ras 


Ras family 


7.2e-10 


33.6 




924-967 


2082 


Alpha adaptin C 


Alpha adaptin AP2, C-terminal domain 


0.061 


5.2 




97-109 


2082 


MHC I 


Class I Histocompatibility antigen, d 


0.00048 


14.9 


2 


125-210 


2083 




Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 
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2083 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2083 


ig 


Immunoglobulin domain 


0.0018 


15.9 


3 i 


211-272 


2083 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 ! 


4 


309-370 


2083 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2083 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2083 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2083 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2084 


ig 


Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 


2084 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2084 




Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 


2084 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2084 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2084 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2084 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2084 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2085 


ig 


Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 


2085 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2085 


ig 


Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 


2085 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2085 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2085 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2085 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2085 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2086 


P53 


P53 


3.5e-09 


33.8 


1 


7-32 


2087 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 


1 


93-168 


2087 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 


1 


94-107 


2087 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 


1 


95-110 


2087 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


1 


134-180 


2087 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 


2 


172-258 


2087 


MM_CoA__mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 


1 


264-306 


2088 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 


1 


93-168 


2088 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 


1 


94-107 


2088 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 


1 


95-110 


2088 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


1 


134-180 


2088 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 


2 


172-258 


2088 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 


1 


264-306 


2089 


DUF717 


Protein of unknown function (DUF717) 


1 


4.0 


1 


68-80 


2089 


MHC I 


Class I Histocompatibility antigen, d 


0.69 


3.7 


1 


185-198 


2090 


Pox D5 


Poxvirus D5 protein-like 


1 


2.2 


1 


21-33 


2090 


phoslip 


Phospholipase A2 


3.4e-49 


172.4 


1 


26-150 


2090 


RFX_DNA_bindi 
ng 


RFX DNA-binding domain 


0.84 


2.9 


1 


55-62 


2092 


MR MLE N 


Mandelate racemase / muconate lactoni 


1.6e-05 


17.0 


1 


54-157 


2092 


Peptidase S26 


Signal peptidase I 


0.38 


3.8 


1 


99-129 


2092 


CheR N 


CheR methyltransferase, all-alpha dom 


0.4 


6.7 


1 


103-119 


2092 


MR MLE 


Mandelate racemase / muconate lactoni 


2.5e-08 


29.9 


1 


236-298 


2094 


PP2C 


Protein phosphatase 2C 


1.2e-71 


248.2 


1 


136-412 


2095 


EGF 


EGF-like domain 


0.64 


6.1 


1 


3-29 


2095 


EGF 


EGF-like domain 


6.2e-05 


20.5 


2 


35-68 
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2095 


EGF 


EGF-like domain 


0.00015 


19.1 




94-131 


2096 


7tm 1 


7 transmembrane receptor (rhodopsin f 


8.6e-47 


138.9 




83-332 


2097 


7tm 1 


7 transmembrane receptor (rhodopsin f 


8.6e-47 


138.9 




83-332 


2098 


DSL 


Delta serrate ligand 


0.018 


9.3 




22-37 { 


2098 


EGF 


EGF-like domain 


0.0067 


13.2 




44-71 


2098 


TIL 


Trypsin Inhibitor like cysteine rich 


0.33 


4.8 




46-66 


2098 


DSL 


Delta serrate ligand 


0.48 


4.7 




56-71 


2099 


TEP1 N 


TEP1 N-terminal domain 


0.85 


4.7 




36-65 


2099 


Pox A46 


Poxvirus A46 family 


0.55 


2.5 




61-75 


2099 


ExoD 


Exopolysaccharide synthesis, ExoD 


0.82 


2.4 




124-147 


2099 


RhoGAP 


RhoGAP domain 


4e-28 


95.9 




161-255 


2102 


myosin head 


Myosin head (motor domain) 


6.3e-56 


189.4 




9-183 


2102 


ATP bind2 


P-loop ATPase protein family 


0.16 


4.9 




75-88 


2102 


PRK 


Phosphoribulokinase / Uridine kinase 
fa 


0.14 


5.2 




77-88 


2103 


myosin head 


Myosin head (motor domain) 


6.3e-56 


189.4 




9-183 


2103 


ATP bind2 


P-loop ATPase protein family 


0.16 


4.9 




75-88 


2103 


PRK 


Phosphoribulokinase / Uridine kinase 
fa 


0.14 


5.2 




77-88 


2105 


kazal 


Kazal-type serine protease inhibitor 


8.4e-08 


33.5 




73-117 


2105 


thyroglobulin_l 


Thyroglobutin type-1 repeat 


7.7e-19 


72.8 




255-317 


2108 


BEX | 


Brain expressed X-linked like family 


9.8e-86 


266.4 




79-190 


2108 


ChaC 


ChaC-like protein 


0.2 


4.5 




132-157 


2108 


IlvC 


Acetohydroxy acid isomeroreductase, 
ca 


0.14 


5.9 




133-162 


2109 


LRRCT 


Leucine rich repeat C-terminal domain 


8.5e-09 


28.1 




45-91 


2109 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 




219-242 


2112 


Inh 


Protease inhibitor Inh 


0.026 


9.0 




19-44 


2112 


ank 


Ankyrin repeat 


0.0042 


14.2 




26-45 


2113 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3.5 




24-39 


2113 


ApoL 


Apolipoprotein L 


4e-191 


645.1 




46-348 


2113 


HupH C 


HupH hydrogenase expression protein, 


0.99 


2.7 




119-134 


2114 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3.5 




24-39 


2114 


ApoL 


Apolipoprotein L 


4e-191 


645.1 




46-348 


2114 


HupH C 


HupH hydrogenase expression protein, 


0.99 


2.7 




119-134 


2115 


MAM 


MAM domain 


1.5e-43 


154.8 




3-102 


2116 


MAM 


MAM domain 


1.5e-43 


154.8 




3-102 


2117 


CBF 


CBF/Mak21 family 


0.00014 


14.4 




32-65 


2118 


PLA2 B 


Lysophospholipase catalytic domain 


7.6e-30 


104.2 




14-143 


2118 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family CO 


0.9 


2.9 




140-151 


2119 


PLA2 B 


Lysophospholipase catalytic domain 


7.6e-30 


104.2 




14-143 


2119 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family CO 


0.9 


2.9 




140-151 


2121 


p450 


Cytochrome P450 


1.6e-05 


16.5 




31-143 


2121 


Phage_attach 


Phage Head-Tail Attachment 


0.97 


1.6 




100-111 


2122 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 




38-96 


2122 


ig 


Immunoglobulin domain 


2.3e-06 


26.7 




134-213 


2122 


CD36 


CD36 family 


0.38 


3.9 




246-271 


2122 


Neur chan mem 
b 


Neurotransmitter-gated ion-channel tra 


0.69 


2.3 




261-270 


2123 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 


1 


38-96 
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2123 


« 


immunoglobulin domain 


2.3e-06 


26.7 


2 


134-213 


2123 


CD36 


CD36 family 


0.38 


3.9 




246-271 


2123 


Neur_chan_mem 
b 


Meurotransmitter-gated ion-channel tra 


0.69 


2.3 




261-270 


2124 


iff 


Immunoglobulin domain 


1.5e-12 


49.8 




38-96 


2124 


is , 

i? 


Immunoglobulin domain 


2.3e-06 


26.7 




134-213 


2124 


f & 

CD36 


CD36 family 


0.38 


3.9 




246-271 


2124 


Neur chan_mem 
b 


Neurotransmitter-gated ion-channel tra 


0.69 


2.3 




261-270 


2125 


C2 j 


C2 domain 


0.15 


6.6 




33-48 


2125 


C2 


C2 domain 


8.3e-37 


125.8 




92-180 


2126 


DUF1058 


Protein of unknown function 
(DUF1058) 


0.49 


2.3 




80-93 


2126 


PepJVll2B_prop 



Reprolysin family propeptide 


1.9e-05 


17.5 




155-208 


2127 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 




41-123 


2127 


GLTT i 


GLTT repeat (6 copies) 


0.18 


7.7 




50-78 


2127 


CRCB 


CrcB-like protein 


0.18 


7.1 




106-124 


2128 


abhydrolase 


alpha/beta hydrolase fold 


0.02 


9.2 




74-127 


2128 


lipase 


Lipase 


0.64 


3.7 




98-126 


2128 


abhydrolase 


alpha/beta hydrolase fold 


0.0083 


10.5 




167-237 


2128 


DLH 


Dienelactone hydrolase family 


0.4 


3.6 




169-196 


2128 


LIP 


Secretory lipase 


0.012 


8.6 




178-203 


2128 


UPF0227 


Uncharacterised protein family (UPF02 


0.38 


4.9 " 




179-209 


2128 


abhydrolase 2 


Phospholipase/Carboxylesterase 


0.015 


10.1 




180-203 


2128 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 




209-230 


2129 


abhydrolase 


alpha/beta hydrolase fold 


0.02 


9.2 




74-127 


2129 


lipase 


Lipase 


0.64 


3.7 




98-126 


2129 


abhydrolase 


alpha/beta hydrolase fold 


0.0083 


10.5 




167-237 


2129 


DLH 


Dienelactone hydrolase family 


0.4 


3.6 




169-196 


2129 


LIP 


Secretory lipase 


0.012 


8.6 




178-203 


2129 


UPF0227 


Uncharacterised protein family (UPF02 


0.38 


4.9 




179-209 


2129 


abhydrolase 2_ 


Phospholipase/Carboxylesterase 


0.015 


10.1 




180-203 


2129 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 




209-230 


2130 


Collagen 


Collagen triple helix repeat (20 copie 


1.4e-06 


27.0 




1-38 


2130 


Collagen 


Collagen triple helix repeat (20 copie 


2.5e-05 


22.3 




39-74 


2130 


SRCR 


Scavenger receptor cysteine-rich domai 


2.6e-16 


59.1 




90-126 


2131 


Collagen 


Collagen triple helix repeat (20 copie 


1.4e-06 


27.0 




1-38 


2131 


Collagen 


Collagen triple helix repeat (20 copie 


2.5e-05 


22.3 




39-74 


2131 


SRCR 


Scavenger receptor cysteine-rich domai 


2.6e-16 


59.1 




90-126 


2132 


RICH 


RICH domain 


0.3 


5.4 




290-320 


2132 


DUF260 


Protein of unknown function DUF260 


U.U4/ 


7 1 
/.I 




425-447 


2132 


Ter 


DNA replication terminus site-binding 


0.019 


7.5 




427-450 


2132 


Tropomyosin 


Tropomyosin 


0.27 


4.7 




468-506 


2132 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.044 


8.0 




482-506 


2132 


AgrD 


Staphylococcal AgrD protein 


0.83 


5.2 




501-508 


2132 


K-box 


K-box region 


0.0023 


12.6 




569-602 


2132 


Tfb2 


Transcription factor Tfb2 


0.98 


-1.2 




591-610 


2132 


RRF 


Ribosome recycling factor 


0.5 


5.0 


2 


696-727 


2132 


G-gamma 


GGL domain 


0.33 


5.0 


1 


717-738 


2132 


DUF260 


Protein of unknown function DUF260 


0.39 


4.2 


2 


821-843 


2132 


bZIP 


bZIP transcription factor 


0.52 


5.5 


2 


835-873 



WO 2004/080148 



PCT7US2003/030720 



561 
TABLE 4B 



SEQ 
ID 


Model 1 


Description 


B_value 


Score 


Repeats 


Position 


2132 


Lipoprotein 11 


Lepidopteran low molecular weight (30 


1 


2.9 




850-867 


2132 


DNA_Hgase_N 


NAD-dependent DNA ligase 
adenylation 


0.081 


5.7 




868-888 


2133 


KRAB 


KRAB box 


2.9e-27 


100.7 




61-101 


2133 


Androgen_recep 


Androgen receptor 


0.71 


0.7 




70-80 


2133 


TF11S 


Transcription factor S-II (TFIIS) 


0.73 


5.1 




324-334 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


3.5e-05 


25.4 




324-346 


2133 


zf-C2H2 


Zinc ringer, C2H2 type 


1.3e-06 


31.2 




352-374 


2133 


zf-BED 


BED zinc finger 


0.33 


5.7 




354-375 


2133 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.56 


0.5 




377-392 


2133 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


2 


377-389 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


3 


380-402 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.89 


4.8 


3 


408-418 


2133 


zf-C2H2 


Zinc finger, C2H2 type j. 


2e-06 


30.4 


4 


408-430 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-05 


26.8 


5 


436-458 


2133 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.56 


0.5 


2 


461-476 


2133 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


4 


461-473 


2133 


zf-C2H2 


Zinc finger, C2H2type 


5.4e-07 


32.7 


6 


464-486 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.29 


6.5 


5 


492-502 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


7 


492-514 


2133 


XPA_N 


XPA protein N-terminal 


0.13 


7.8 


6 


517-529 


2133 


TFIIS 


Transcription fector S-II (TFIIS) 


0.57 


5.5 


6 


520-530 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-07 


31.8 


8 


520-542 


2133 


XPA N 


XPA protein N-terminal 


0.97 


4.8 


7 


545-557 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.14 


7.6 


7 


548-558 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


9 


548-570 


2133 


zf-C3HC4 


Zinc fineer. C3HC4 type (RING finger) 


0.38 


3.3 


1 


560-581 


2133 


zf-C2H2 


Zinc fineer, C2H2 type 


l.le-06 


31.5 


10 


576-598 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.054 


9.0 


8 


604-614 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


11 


604-626 


2133 


zf-BED 


BED zinc finger 


0.64 


4.8 


3 


609-627 


2133 


DC1 


1/2 604 619.. 19 44 


0.16 


6.2 


2 


632-647 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


0.00082 


19.9 


12 


632-655 


2137 


aminotran 3 


Aminotransferase class-Ill 


1.2e-09 


31.3 


1 


55-114 


2137 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


140-158 


2137 


aminotran 3 


Aminotransferase class-Ill 


8.1e-63 


208.6 


2 


181-409 


2138 


aminotran 3 


Aminotransferase class-in 


1.2e-09 


31.3 


1 


55-114 


2138 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


140-158 


2138 


aminotran 3 


Aminotransferase class-in 


8.1e-63 


208.6 


2 


181-409 


2139 


trypsin 


Trypsin 


1.3e-25 


79.1 


1 


8-114 


2140 


Glycos transM 


Glycosyl transferases group 1 


1.7e-17 


64.4 


1 


99-194 


2141 


MHYT 


Bacterial signalling protein N termina 


0.6 


4,2 


1 


OOI IOC 


2142 


EGF 


EGF-like domain 


8.8e-09 


34.4 


1 


1-30 


2142 


EGF 


EGF-like domain 


1.5e-07 


30.0 


2 


41-72 


2142 


EGF 


EGF-like domain 


0.0091 


12.7 


3 


82-107 


2142 


EB 


EB module 


0.077 


7.1 


2 


116-148 


2142 


EGF 


EGF-like domain 


1.3e-07 


30.2 


4 


116-148 


2142 


EGF 


EGF-like domain 


0.022 


11.3 


5 


157-181 


2143 


AdoHcyase 


S-adenosyl-L-homocysteine hydrolase 


0.0022 


9.6 


1 


1-15 


2143 


AdoHcyase NA 
D 


S-adenosyl-L-homocysteine hydrolase, 
NA 


0.0012 


13.8 


1 


16-27 


2144 


UQ con 


Ubiquitin-conjugatinp enzyme 


0.0058 


11.9 


1 


31-61 
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9144 


(JO con 


Ubiquitin-conjugating enzyme 


5.8e-25 


91.7 


2 


89-156 


2145 


Prominin 


Prominin 


2.1e- 
113 


364.0 


1 


25-213 


2145 


SPDY 


Domain of unknown function 
(DUF317) 


0.15 


6.5 


1 


87-100 


It J 


Prominin 


Prominin 


6.7c-30 


94.4 


2 


214-286 




Prominin 


Prominin 


1.9e- 
139 


448.0 


3 


287-510 


2146 


fibrinogen__C 


Fibrinogen beta and gamma chains, C- 
ter 


6.5e-54 


184.0 




13-231 


2147 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


6.5e-54 


184.0 




13-231 


2148 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


6.5e-54 


184.0 




13-231 


2150 


DUF381 


Domain of unknown function 
(DUF381) 


0.48 


4.4 




29-35 


2151 


aa_permeases 


Amino acid permease 


7e-24 


89.2 




6-294 


2151 


Pox 15 


Poxvirus protein 15 


0.24 


6.0 




85-102 


2151 


serine_carbpept 


Serine carboxypeptidase 


0.41 


2.3 




301-321 


2153 


spectrin 


Spectrin repeat 


0.4 


5.5 




410-463 


2154 


spectrin 


Spectrin repeat 


0.4 


5.5 




410-463 


2155 


Peptidase_M20 


Peptidase family M20/M25/M40 


0.00038 


14.5 




39-120 1 


2156 


sugar tr 


Sugar (and other) transporter 


0.11 


5.5 




47-103 


2156 


OctopineJDH 


NAD/NADP octopine/nopaline i 
dehydrogenas 


0.26 


4.6 




153-169 


2156 


sugar tr 


Sugar (and other) transporter 


5e-08 


28.1 




201-336 


2159 


bromodomain 


Bromodomain 


9.5e-45 


158.8 




74-163 


2159 


bromodomain 


Bromodomain 


3e-40 


143.5 




367-456 


2159 


Alpha adaptin C 


Alpha adaptin AP2, C-terminal domain 


0.48 


2.6 




406-418 


2159 


Phage X 


Phage X family 


0.97 


3.7 




449-480 


2159 


eIF3c N 


Eukaryotic translation initiation fac 


0.51 • 


1.2 




484-570 


2159 


Vitellogenin_N 


Lipoprotein amino terminal region 


0.61 


1.5 




495-550 


2159 


Herpes U44 


Herpes virus U44 protein 


0.47 


3.1 




526-540 


2161 


ig 


Immunoglobulin domain 


6.4e-06 


25.0 




58-118 


2164 


pkinase 


Protein kinase domain 


2.6e-38 


136.6 




7-108 


2164 


TMP 


TMP repeat 


0.37 


8.0 




74-84 


2165 


pkinase 


Protein kinase domain 


2.6e-38 


136.6 




7-108 


2165 


TMP 


TMP repeat 


0.37 


8.0 




74-84 


2166 


glutaredoxin 


Glutaredoxin 


0.00075 


15.0 




12-65 


2166 


GST N 


Glutathione S-transferase, N-terminal 


0.019 


11.1 




13-63 


2166 


GST C 


Glutathione S-transferase, C-terminal 


0.00013 


17.6 




189-281 


2166 


UL21 


Herpesvirus UL21 


0.98 


0.3 




212-240 


2167 


PadR 


Transcriptional regulator PadR-like f 


0.22 


6.1 




18-31 ! 


2167 


Collagen 


Collagen triple helix repeat (20 copi 


Z.4e-UD 


OO 1 




43-76 


2167 


Collagen 


Collagen triple helix repeat (20 copi 


1.5e-07 


30.6 




77-122 [ 


2167 


Clq 


Clq domain 


2.9e-72 


250.2 




132-257 


2167 


TOBE 


TOBE domain 


0.5 


6.3 




223-242 


2169 


Sec6 


Exocyst complex component Sec6 


0.71 


2.3 




166-194 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.0053 


11.4 




278-315 


2169 


Chitin bind 3 


Chitin binding domain 


0.95 


2.1 




308-321 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.00072 


14.3 


2 


329-369 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.7e-19 


65.1 


3 


378-451 


2169 


► BRCT 


BRCA1 C Terminus (BRCT) domain 


4e-19 


65.6 


4 


536-622 


216S 


l RinB 


Transcriptional activator RinB 


0.33 


5.4 


1 


595-646 
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.., 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.028 


9.0 


5 


645-680 


2170 


Sec6 


Exocyst complex component Sec6 


0.71 


2.3 


1 


166-194 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.0053 


11.4 


I 


278-315 


2170 


Chitin bind_3 


Chitin binding domain 


0.95 


2.1 


1 


308-321 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.00072 


14.3 


2 


329-369 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.7e-19 


65.1 


3 


378-451 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


4e-19 


65.6 


4 


536-622 


2170 


RinB 


Transcriptional activator RinB 


0.33 


5.4 


1 


595-646 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.028 


9.0 


5 


645-680 


2172 


LRRCT 


Leucine rich repeat C-terminal domain 


8.5e-09 


28.1 


1 


45-91 


2172 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 


1 


219-242 


2173 


is 


Immunoglobulin domain 


7.9e-06 


24.7 ! 


1 


39-93 


2173 


*6 

Na Ca Ex 


Sodium/calcium exchanger protein 


0.86 


4.3 


1 


133-148 


2173 


COX17 


Cytochrome C oxidase copper 
chaperone 


0.68 


3.6 


1 


196-209 


2174 


TB2 DPI HVA 
22 


TB2/DP1,HVA22 family 


3.8e-34 


123.6 


1 


18-111 


2174 


ELM2 


ELM2 domain 


0.53 


5.2 


1 


114-139 


2175 


An peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 


1 


2-232 


2175 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


24-32 


2175 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 


1 


117-134 


2176 


Anperoxidase 


Animal haem peroxidase 


1.3e-91 


311.6 


1 


2-232 


2176 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


24-32 


2176 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 


1 


117-134 


2177 


Anjperoxidase 


Animal haem peroxidase 


1.3e-91 


311.6 


1 


2-232 


2177 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


24-32 


2177 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 


1 


117-134 


2178 


DUF846 


Eukaryotic protein of unknown functio 


0.0084 


8.0 


1 


55-84 


2179 


UPF0137 


Uncharacterised protein family (UPF01 


0.04 


7.4 


1 


341-366 


2179 


PS_pyruv trans 


Polysaccharide pyruvyl transferase 


0.55 


3.3 


1 


355-411 


2180 


COX17 


Cytochrome C oxidase copper 
chaperone 


0.51 


4.0 


1 


39-60 


2180 


Rlla 


Regulatory subunit of type II PKA R-s 


le-14 


54.8 


1 


67-104 


2180 


SURF6 


Surfeit locus protein 6 


0.027 


7.2 


1 


84-155 


2180 


cNMP binding 


Cyclic nucleotide-binding domain 


7.2e-31 


112.5 


1 


194-282 


2180 


RNA_pol Rpb2_ 
4 


RNA polymerase Rpb2, domain 4 


0.28 


6.2 


1 


226-233 


2180 


cNMP_binding 


Cyclic nucleotide-binding domain 


9.4e-32 


115.7 


2 


312-406 


2180 


Methyltransf 1 


6-O-methylguanine DNA 
methyitransfera 


0.64 


4.3 


1 


367-379 


2181 


PDZ 


PDZ domain (Also known as DHR or 
GLGF) 


6.7e-12 


43.7 


1 


5-86 


2182 


PLAT 


PLAT/LH2 domain 


1.7e-31 


108.4 


1 


2-111 


2182 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


ret 1 

655.1 


1 


1 1 1 AOA 
1 1 J-0Z4 


2182 


DUF181 


Uncharacterized ACR, COG1944 


0.81 


2.4 


1 


221-232 


2182 


PG binding^l 


Putative peptidoglycan binding domain 


0.5 


5.6 


1 


395-411 


2183 


PLAT 


PLAT/LH2 domain 


1.7e-31 


108.4 


1 


2-111 


2183 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 


1 


113-624 


2183 


DUF181 


Uncharacterized ACR, COG1944 


0.81 


2.4 


1 


221-232 


2183 


PG binding 1 


Putative peptidoglycan binding domain 


0.5 


5.6 


1 


395-411 


7184 


PLAT 


PLAT/LH2 domain 


1.7e-31 


108.4 


1 


2-111 


2184 


1 lipoxygenase 


Lipoxygenase 


3.9e- 


655.1 


1 


113-624 
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194 
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Repeats 1 


Position 


91 84 

£*\ 0*t 


DUF181 1 
PG binding 1 


Jncharacterized ACR, COG1944 \ 
Putative pcptidoglycan binding domain 


3.81 
0.5 


2.4 
5.6 


1 
1 


221-232 
395-411 


91 86 


TFHS 


Transcription factor S-II (TFIIS) 


1 


4.6 


1 


11-21 


91 86 


DUF536 


Protein of unknown function, DUF536 


0.19 


7.9 


1 


220-257 


9186 

Z. 1 OU 


FCH _j« 


Fes/CIP4 homology domain 


0.5 


5.6 


1 


265-284 


9 109 


Aa trans 


Transmembrane amino acid transporter 
prote 


3.8e-09 


33.4 


1 


4-56 


2193 


EGF 


EGF-like domain 


0.024 


11.2 


1 


42-57 


2193 


EGF 1 


EGF-like domain 


1.3e-06 


26.6 


2 


60-88 


9103 


EGF 


EGF-like domain 


1.2e-09 


37.5 


3 


95-128 


2193 


Cripto 


Cripto growth factor J 


0.86 


3.4 


1 


101-132 


2193 


laminin EGF 


1/3 32 60.. 2 43 


0.025 


9.9 


2 


106-130 


2193 


EGF 


EGF-like domain 


5.5e-07 


27.9 


4 


135-171 


2194 


M 


M protein repeat 


0.8 


7.1 


1 


64-84 


2194 


PP1 inhibitor 


PKC-activated protein phosphatase- 1 i 


0.78 


2.2 


1 


303-319 


2194 


bZIP 


1/2 65 82.. 48 65 


0.32 


6.2 


2 


397-415 


2194 


TSC22 


TSC-22/dip/bun family 


0.045 


7.2 


1 


398-415 


2195 


ank 


Ankyrin repeat 


0.0017 


15.6 


2 


206-231 


2195 


G-patch 


G-patch domain 


2e-16 


58.7 


1 


319-363 


2195 


Anti-silence 


Anti-silencing protein, ASFl-like 


0.18 


5.1 


1 


365-378 


2196 


endotoxin 


delta endotoxin 


0.85 


2.3 


1 


134-151 


2197 


Peptidase M24 


metallopeptidase family M24 


5.5e-69 


239.3 


1 


103-342 


2197 


DUF120 


Domain of unknown function DUF120 


0.089 


7.1 


1 


184-195 


2199 


PAAD DAPIN 


PAAD/DAPIN/Pyrin domain 


1.3e-ll 


41.6 


1 


18-103 


2199 


DHHA1 


DHHA1 domain 


0.61 


5.4 


1 


67-87 


2199 


UPF0160 


Uncharacterised protein family (UPF01 


1 


2.3 


1 


75-86 


2199 


RNA helicase 


RNA helicase 


0.03 


7.9 


1 


195-215 


2199 


NACHT 


NACHT domain 


3.8e-74 


252.4 


1 


196-365 


2199 


AAA 


ATPase family associated with various 


0.15 


5.2 


1 


197-215 


2199 


Peptidase_S15 


X-Pro dipeptidyl-peptidase (S15 famil 


0.64 


2.1 


1 


929-984 


2200 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


8.1e-22 


78.5 


1 


35-114 


2200 


CDC50 


LEM3 (ligand-effect modulator 3) fami 


1 


2.1 


1 


101-116 


2200 


DUF100 


Protein of unknown function DUF100 


0.2 


4.1 


1 


117-130 


2201 


DIE2 ALG10 


DIE2/ALG10 family 


1.5e-54 


191.4 


1 


62-142 


2201 


DUF718 


Protein of unknown function (DUF718) 


0.64 


4.4 


1 


70-77 


2202 




RNA recognition motif. (a.k.a. RRM, R 


1.3e-09 


36.2 


1 


76-143 


2202 


RbsD FucU 


RbsD / FucU transport protein family 


0.53 


3.4 


1 


138-162 


2202 


HemX 


HemX 


0.37 


3.5 


1 


157-188 


2202 




RNA recognition motif. (a.k.a. RRM, R 


4.6e-13 


48.6 


2 


201-268 


9909 


""rm 


RNA recognition motif, (a.ka. RRM, R 


4.3e-13 


48.7 


3 


" 354-421 


7202 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


L4e-06 


25.5 


4 


471-539 


2203 


C tripleX 


Cysteine rich repeat 


2e-05 


17.8 


l 


76-03 


2203 


Bowman- 
Birk leg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


85-100 
97-110 1 


2203 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 




2703 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


115-143 


7203 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


134-155 


7703 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


155-189 


2203 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


168-195 




\ toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


170-175 


220; 


I EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


195-228 


220: 


\ EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


240-275 
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Repeats 1 
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2203 


MAM 


MAM domain 


9.2e-38 


135.6 


1 


421-566 


2204 


C tripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 i 


76-93 


2204 


Bowman- 
Birk leg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


I 


85-100 
_ 


2204 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


97-110 


2204 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


115-143 


2204 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


134-155 


2204 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 i 


155-189 


2204 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 ! 


168-195 


2204 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


l ! 


170-175 


2204 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 | 


195-228 


2204 


EGF 


EGF-like domain 


9.7e-09 


34.3 . 


5 


240-275 


2204 


MAM 


MAM domain 


9.2e-38 


135.6 


1 ! 


421-566 


2205 


TH1 


TH1 protein 


0.91 


0.2 


1 I 


315-328 


2205 


Neg_reg 


Negative transcriptional regulator 


1 


2.3 


1 


587-596 


2205 


zf-MYND 


MYND finger 


2e-08 


27.7 


1 


654-688 


2206 


TH1 


TH1 protein 


0.91 


0.2 


i i 


315-328 


2206 


Negjreg 


Negative transcriptional regulator 


1 


2.3 


l ! 


587-596 


2206 


zf-MYND 


MYND finger 


2e-08 


27.7 


l S 


654-688 


2207 


TH1 


TH1 protein 


0.91 


0.2 


l ! 


315-328 


2207 


Neg reg 


Negative transcriptional regulator 


1 


2.3 


i ! 


587-596 


2207 


zf-MYND 


MYND finger 


2e-08 


27.7 


l 


654-688 


2208 


TH1 


TH1 protein 


0.91 


0.2 


l 


315-328 


2208 


Negjreg 


Negative transcriptional regulator 


1 


2.3 


l 


587-596 


2208 


zf-MYND 


MYND finger 


2e-08 


27.7 


l 


654-688 


2209 


Urotensin II 


Urotensin II 


0.36 


5.4 


i 


82-92 


2209 


fn2 


Fibronectin type II domain 


0.55 


3.5 


l 


83-91 


2210 


RNA helicase 


RNA helicase 


0.03 


7.9 


i 


91-111 


2210 


NACHT 


NACHT domain 


3.8e-74 


252.4 


l 


92-261 


2210 


AAA 


ATPase family associated with various 


0.15 


5.2 


l 


93-111 


2211 


disintegrin 


Disintegrin 


3.3e-36 


123.1 


l 


4-79 


2211 


EGF 


EGF-like domain 


0.0023 


14.8 


l 


231-258 


7713 


zf-MYND 


MYND finger 


1 


3.8 


l 


38-45 


7713 


ank 


Ankyrin repeat 


4.4e-06 


24.9 


l 


159-187 


7213 


ank 


Ankyrin repeat 


6.9e-09 


35.0 


2 


191-223 


2213 


ank 


Ankyrin repeat 


0.15 


8.6 


3 


224-256 


2213 


ank 


Ankyrin repeat 


9.7e-10 


38.0 


4 


258-290 


2213 


ank 


Ankyrin repeat 


0.00014 


19.5 




291-336 


2213 


LolA 


Outer membrane lipoprotein carrier pr 


1 


3.0 


1 


317-340 


7213 


ank 


Ankyrin repeat 


3.8e-08 


32.3 




337-369 


2213 


ank 


Ankyrin repeat 


0.49 


6.8 




370-402 


2214 


interferon 


Interferon alpha/beta domain 


3.7e-42 


145.6 


1 


27-116 


2215 


DUF602 


Protein of unknown function, DUF602 


1.3e- 

2UZ 


683.2 


1 


15-303 


2215 


Bromo MP 


Bromovirus movement protein 


0.062 


6.4 




21-47 


2216 


DUF846 


Eukaryotic protein of unknown 
function 


0.012 


7.5 




120-150 


7218 


acid phosphat 


Histidine acid phosphatase 


5.5e-13 


45.0 




137-232 


7219 


PH 


PH domain 


1.9e-20 


68.8 




78-238 


7219 


ArfGap 


Putative GTPase activating protein fo 


5.4e-50 


174.5 




259-379 


2219 


ank 


Ankyrin repeat 


1.9e-09 


36.9 




418-450 


2219 


ank 


Ankyrin repeat 


0.022 


11.6 




451-475 


771 <3 


SapB 2 


Saposin-like type B, region 2 


0.33 


6.5 




464-475 


222C 


> PH 


PH domain 


1.9e-20 


68.8 




1 78-238 
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2220 


ArfGap 


Putative GTPase activating protein fo 


5.4e-50 


174.5 


1 


259-379 


2220 


ank 


Ankyrin repeat 


1.9e-09 


36.9 




418-450 


2220 


ank 


Ankyrin repeat 


0.022 


11.6 




451-475 


2220 


SapB_ 2 


Saposin-like type B, region 2 


0.33 


6.5 


1 


464-475 


2221 


PH 


PH domain 


1.9e-20 


68.8 


1 


78-238 


2221 


ArfGap 


Putative GTPase activating protein fo 


5.4e-50 


174.5 


1 


259-379 


2221 


ank 


Ankyrin repeat i 


1.9e-09 


36.9 




418-450 


2221 


ank 


Ankyrin repeat 


0.022 


11.6 




451-475 


2221 


SapB_2 


Saposin-like type B, region 2 


0.33 


6.5 


1 


464-475 


2222 


PH 


PH domain 


1.9e-20 


68.8 


1 


78-238 1 


2222 


ArfGap 


Putative GTPase activating protein fo 


5.4e-50 


174.5 


1 


259-379 


2222 


ank 


Ankyrin repeat 


1.9e-09 


36.9 




418-450 


2222 


ank 


Ankyrin repeat 


0.022 


11.6 




451-475 


2222 


SapB_2 


Saposin-like type B, region 2 


0.33 


6.5 


i 


464-475 


2223 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


2.4e-35 


127.6 


1 


3-83 


2223 


Astacin 


Astacin (Peptidase family M12A) 


0.21 


5.0 


1 


23-37 


2223 


Phi_l 


Phosphate-induced protein 1 conserved 


0.51 


3.3 


1 


71-83 


2223 


disintegrin 


Disintegrin 


0.0019 


12.9 


1 


101-136 


2224 


Uteroglobin 


Uteroglobin family 


6.6e-09 


29.8 




1-88 


2225 


Clq 


Clq domain 


6.3e~06 


23.8 


1 


98-138 


2226 


Omatin 


Omatin 


0.55 


4.8 


1 


99-106 


2227 


Oraatin 


Oraatin 


0.55 


4.8 


1 


99-106 


2228 


Gag MA 


Matrix protein (MA), pi 5 


0.11 


6.5 




96-152 


2229 


SeryljRNAJN 


Seryl-tRNA synthetase N-terminal 
doma 


0.92 


5.7 


1 


241-258 


2229 


pentaxin 


Pentaxin family 


4.3e-24 


83.3 


1 


363-526 


2229 


Avirulence 


Xanthomonas avirulence protein, Avr/P 


0.07 


3.6 


1 


501-515 


2233 


ion trans 


Ion transport protein 


0.001 


14.0 


1 


22-141 


2233 


Sarcolipin 


Sarcolipin 


0.56 


5.3 


1 


95-123 


2234 


ion trans 


Ion transport protein 


0.001 


14.0 


1 


22-141 


2234 


Sarcolipin 


Sarcolipin 


0.56 


5.3 


1 


95-123 


2235 


zf-C2H2 


Zinc finger, C2H2 type 


0.033 


13.4 




100-123 


2235 


TFIID-31 


Transcription initiation factor IID, 3 


0.28 


5.7 


1 


120-135 


2235 


zf-C2H2 


Zinc linger, C2H2 type 


0.14 


10.9 




134-156 


2238 


asp 


Eukaryotic aspartyl protease 


l.le-24 


87.5 


1 


1-67 


2239 


Sulratase 


Sulfatase 


4.5e-05 


18.1 


1 


57-122 


2240 


Zn_carbOpept 


Zinc carboxypeptidase 


3.7e-57 


193.6 




13-156 


2241 


Zn carbOpept 


Zinc carboxypeptidase 


3.7e-57 


193.6 


-} 


13-156 


2242 


NifU N 


NifU-like N terminal domain 


1.7e-80 


277,6 


1 


34-160 


2244 


zf-C2H2 


Zinc ringer, C2H2 type 


0.00035 


21.4 


1 


56-81 


2244 


zf-C2H2 


Zinc finger, C2H2type 


0.012 


15.2 




90-117 


2244 


zf-C2H2 


Zinc finger, C2H2 type 


0.0039 


17.1 


-f 


123-147 


2245 


pkinase 


Protein kinase domain 


3.2e-90 


309.9 




49-341 


2245 


Glyco hydro 15 


Glycosyl hydrolases family 15 


0.18 


4.4 




501-551 


2248 


Clq 


Clq domain 


5.1e-23 


86.7 




27-135 


2249 


Allantoicase 


Allantoicase repeat 


0.014 


9.0 




13-23 


2249 


Allantoicase 


Allantoicase repeat 


1.3e-57 


196.4 




46-206 


2250 


DNA ligase A 
C 


ATP dependent DNA ligase C terminal 
r 


0.67 


5.4 




25-48 


2250 


ifi 


Immunoglobulin domain 


0.00019 


19.5 




51-165 


2250 


. W 


Immunoglobulin domain 


0.15 


8.7 




196-257 


2250 


ig 


Immunoglobulin domain 


0.0031 


15.0 




289-349 


2250 


SK_channel 


Calcium-activated SK potassium 
channe 


0.035 


7.1 




377-397 
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2251 


PH 


PH domain 


2.4e-24 


81.6 




43-153 


2251 


HS2ST 


Heparan sulfate 2-O-sulfotransferase 


0.27 


4.4 




160-182 


2251 


LMP 


LMP repeated region 


0.0012 


14.2 




180-201 


2251 


DUF603 


Protein of unknown function, DUF603 


0.04 


6.4 




193-207 


2251 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.32 


7.2 




193-207 


2251 


IQ 


IQ calmodulin-binding motif 


5e-05 


20.1 




226-246 


2251 


RhoGEF 


RhoGEF domain 


1.2e-69 


236.9 




267-448 


2251 


DUF674 


Protein of unknown function (DUF674) 


0.82 


1.4 




295-305 


2251 


Stigl 


Stigma-specific protein, Stigl 


0.6 


2.3 




396-441 


2251 


PH 


PH domain 


2.3e-13 


45.3 




480-608 


2251 


RasGEFN 


Guanine nucleotide exchange factor fo 


l.le-19 


71.3 




653-708 


2251 


RasGEF 


RasGEF domain 


7.2e-89 


305.4 




1019- 
1204 


2251 


Adeno_terminal 


Adenoviral DNA terminal protein 


1 


1.7 




1195- 
1227 


2252 


DUF630 


Protein of unknown function (DUF630) 


0.7 


4.3 




584-597 


2252 


FGF 


Fibroblast growth factor 


0.37 


4.4 




620-635 


2252 


tRNA-synt_2 


tRNA synthetases class II (D, K and N 


0.74 


3.5 




646-658 


2252 


Omega-atracotox 


Omega-atracotoxin 


0.15 


5.1 




751-758 


2253 


K tetra 


K+ channel tetramerisation domain 


2e-34 


121.3 




26-114 


2253 


BTB 


BTB/POZ domain 


0.0015 


14.2 




74-125 


2254 


PXA 


PXA domain 


0.01 


10.2 




90-110 


2254 


Vps52 


Vps52/Sac2 family 


0 


1089. 
2 




100-609 


2254 


trp syntA 


Tryptophan synthase alpha chain 


0.78 


3.1 




179-216 


2254 


DUF965 


Bacterial protein of unknown function 


0.33 


4.5 




291-304 


2255 


NosL 


NosL 


0.29 


4.9 




104-128 


2255 


NAC 


NAC domain 


0.76 


5.5 




150-172 


2255 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 




176-191 


2256 


NosL 


NosL 


0.29 


4.9 




104-128 


2256 


NAC 


NAC domain 


0.76 


5.5 




150-172 


2256 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 




176-191 


2258 


zz 


Zinc finger, ZZ type 


le-12 


48.2 




5-50 


2258 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


4.2 




79-86 


2258 


zf-C2H2 


Zinc finger, C2H2 type 


0.00067 


20.3 




80-103 


2258 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.6 




95-115 


2258 


SPDY 


Domain of unknown function 
(DUF317) 


0.6 


4.4 




119-133 


2258 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 




314-330 


2261 


RmuC 


RmuC family 


0.79 


3.1 




16-46 


2261 


IBN NT 


Importin-beta N-terminal domain 


2.1e-27 


99.5 




34-113 


2261 


Peripla BP like 


Periplasmic binding proteins and suga 


0.21 


4.7 




142-173 


2262 


Lasl 


Lasl-like 


1.6e-94 


320.7 




55-203 | 


2262 


MuDR 


MuDR family transposase 


0.17 


5.5 




231-263 


2262 


BAR 


BAR domain 


0.21 


5.2 




347-363 


2262 


Adeno E1B 19K 


Adenovirus E1B 19K protein / small t- 


0.43 


4.6 




534-558 


2262 


META 


Domain of unknown function (306) 


0.91 


5.3 




632-663 


2263 


ank 


Ankyrin repeat 


0.00019 


19.0 




1-33 


2263 


DMRL synthase 


6 J-dimethyl-8-ribityllumazine synthas 


0.35 


5.0 




33-48 


2263 


hormone 


Somatotropin hormone family 


0.23 


2.6 




85-115 


2265 




Immunoglobulin domain 


4.1e-05 


22.0 




10-78 


2265 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2265 


ig 


Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 


2265 




Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 
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2265 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 1 


326-382 


2265 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2265 


iff 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2265 


is_ 

ie 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2269 


efhand 


EF hand 


2.8e-08 


33.9 


1 


60-88 


2269 


COX 17 


Cytochrome C oxidase copper 
chaperone 


0.42 


4.2 


1 


85-92 


2269 


efhand 1 


EF hand 


0.0033 


15.3 


2 


96-124 


2269 


efhand 


EFhand 


8.5e-05 


21.1 


3 


133-161 


996Q 




PCRF domain 


0.43 


6.1 


1 


160-176 


296Q 


DUF21 


Domain of unknown function DUF21 


0.18 | 


6.4 


1 


165-189 


2269 


efhand 


EF hand 


5e-09 


36.7 


4 


169-197 


997ft 


TTPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-14 


51.3 


1 


15-61 


9970 


TIPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


6.8e-52 


182.6 


2 


95-275 


9770 


PlavrvHftYin 9 


Flavodoxin-like fold 


0.66 


3.3 


1 


369-384 


2270 


TIPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


3 


399-440 


9970 


IJPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.9e-49 


174.5 


4 


501-654 


2270 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


2 


748-763 




TTPF0061 i 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


5 


778-819 


9971 




Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-14 


51.3 


1 


15-61 


9971 


IJPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


6.8e-52 


182.6 


2 


95-275 


2271 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


1 


369-384 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


3 


399-440 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.9e-49 


174.5 


4 


501-654 


2271 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


2 


748-763 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


5 


778-819 


2272 


7tm_l 


7 transmembrane receptor (rhodopsin 
fam 


9.7e-25 


72.7 


1 


1-107 


2273 


LRR 


Leucine Rich Repeat 


0.00057 


16.1 


I 


40-63 


2273 


LRR 


Leucine Rich Repeat 


0.004 


13.3 


3 


88-113 


2273 


LRR 


Leucine Rich Repeat 


0.84 


5.4 


4 


114-131 


2274 


AMP-binding 


AMP-binding enzyme 


6.9e-18 


64.1 


1 


20-135 


2275 


cytochromes 


Cytochrome c 


0.92 


3.7 


1 


94-110 


2275 


cNMP_binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 


1 


126-216 


2275 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 


1 


241-285 


2275 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


1 


272-285 


2275 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2e-09 


35.0 


1 


361-412 


2276 


cytochrome^ 


Cytochrome c 


0.92 


3.7 


1 


94-110 


2276 


cNMP binding 


Cvclic nucleotide-binding domain 


1.5e-15 


57.4 


1 


126-216 


2276 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 


1 


241-285 


2276 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


1 


272-285 


2276 


PDZ 


PDZ domain (Also known as DHR or 


2e-09 


35.0 


1 


361-412 



WO 2004/080148 



PCTAJS2003/030720 



569 
TABLE 4B 



SEQ 
ID 


Model 1 


Description 


E_value 


Score 


Repeats 


Position 






GLGF 










2280 


Ricin B lectin 


QXW lectin repeat 


0.14 


8.2 




50-77 


2280 


MCRbetaN 


Methyl-coenzyme M reductase beta 
subun 


0.98 


2.1 




68-76 ! 


2281 


ArsA ATPase 


Anion-transporting ATPase 


0.54 


3.1 




26-52 


2281 


ParA 


ParA family ATPase 


1.4e-25 


89.8 




111-202 


2281 


SCF 


Stem cell factor 


l.le-27 


90.4 




206-259 


2281 


FH2 


Formin Homology 2 Domain 


0.027 


8.8 




221-238 


2282 


cadherin 


Cadherin domain 


6e-20 


71.3 




3-81 


2282 


cadherin 


Cadherin domain 


5.9e-21 


74.8 




118-191 


2283 


cadherin 


Cadherin domain 


6e-20 


71.3 




3-81 


2283 


cadherin 


Cadherin domain 


5.9e-21 


74.8 




118-191 


2284 


PH 


PH domain 


7.9e-l0 


33.6 




4-92 


2284 


DUF1041 


Domain of Unknown Function 
(DUF1041) 


1.6e-07 


28.1 




206-237 

_ _ 


2285 


Renal dipeptase 


Renal dipeptidase 


9.3e-05 


15.8 




74-102 


2286 


aa permeases 


Amino acid permease J 


7e-24 


89.2 




6-294 


2286 


Pox 15 


Poxvirus protein 15 


0.24 


6.0 




85-102 


2286 


serine carbpept 


Serine carboxypepudase 


0.41 


2.3 




301-321 


2287 


THF DHG CYH 


Tetrahydrofolate dehydrogenase/cycloh 


2.3e-ll 


32.7 




62-123 


2287 


THF DHG CYH 
C 


Tetrahydrofolate dehydrogenase/cycloh 


6.1e-10 


36.6 




125-171 


2287 


FTHFS 


Formate-tetrahydrofolate ligase 


0 


1365. 
1 




302-921 


2288 


acid_phosphat 


Histidine acid phosphatase 


0.038 


6.9 




391-407 


2288 


FMN red 


NADPH-dependent FMN reductase 


0.94 


3.3 




438-459 


2288 


acid phosphat 


Histidine acid phosphatase 


0.02 


7.9 




525-594 


2288 


Ribosomal L6 


Ribosomal protein L6 


0.21 


7.2 




774-814 


2290 


PI-PLC-X 


Phosphatidylinositol-specific 
phospholipase 


3.8e-14 


50.6 




1-33 


2292 


ABG transport 


AbgT putative transporter family 


0.81 


1.2 




21-34 


2292 


7tm 1 


7 transmembrane receptor (rhodopsin f 


1.6e-30 


90.1 




48-297 


2292 


HECT 


HECT-domain (ubiquitin-transferase) 


0.15 


5.5 




nni ^ AO 

281-298 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.00058 


15.9 




13-25 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.0033 


13.4 


2 


36-48 


2293 


tsp_3 


Thrombospondin type 3 repeat 


0.0011 


15.0 


3 


51-66 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.00057 


15.9 


4 


74-86 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.0015 


14.6 


6 


114-126 


7293 


tsp 3 


Thrombospondin type 3 repeat 


0.03 


10.3 


7 


127-142 


2293 


TSPC 


Thrombospondin C-terminal region 


7.1e- 
176 


594.4 


1 


167-367 


2293 


Mndl 


Mndl family 


0.68 


3.4 


■ i 


366-374 


7294 


Vps52 


Vps52/Sac2 family 


0.087 


3.9 


\ ■ 


154-183 


2294 


Complexl 17_2k 
D 


NADH:ubiquinone oxidoreductase 17.2 
k 


0.25 


C 1 

O.i 




jOZ-jo / 


7794 


mRNA triPase 


mRNA capping enzyme, beta chain 


0.33 


4.0 




934-966 


2294 


DUF424 


Protein of unknown function (DUF424) 


0.79 


4.6 




1002- 
1017 


2295 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


1 


2.0 




10-23 


7295 


DapB_C 


Dihydrodipicolinate reductase, C-term 


0.84 


4.5 




17-31 


2295 


PTR2 


POT family 


1.9e- 
104 


357.1 




82-475 


2796 


FH2 


Formin Homology 2 Domain 


0.0052 


11.5 


1 


98-144 
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2296 


NTP transf_2 


Nucleotidvltransferase domain 


0.049 


7.4 


1 


104-170 


2296 


FH2 


Forrain Homology 2 Domain 


1.6e-05 


20.9 


2 


158-186 


2297 


zf-C2H2 


Zinc finger, C2H2type 


0.01 


15.5 


1 


1-21 


2297 


XPA N 


XPA protein N-tenninal 


0.51 


5.7 


1 


24-36 


2297 


TFHS 


1/6 1 9 [. 31 39 


0.16 


7.4 


2 


27-37 


2297 


zf-C2H2 


Zinc ringer, C2H2 type 


6.7e-06 


28.3 


2 


27-49 


2297 


XPA N 


XPA protein N-terminal 


0.49 


5.8 


2 


52-64 


2297 


TFIIS 


1/6 1 9[. 31 39 


0.18 


7.2 


3 


55-65 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


4e-06 


29.2 


3 


55-77 


2297 


TFIIS I 


1/6 1 9[. 31 39 


0.51 


5.7 


4 


83-93 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-05 


25.9 


4 


83-105 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


7.8e-07 


32.1 


5 


111-133 


2297 


XPA N 


4/5 108 120.. 1 13 


0.45 


5.9 


5 


136-148 


2297 


eLF5 eIF2B 


Domain found in IF2B/IF5 


0.95 


3.5 


1 


139-149 


2297 


TFIIS 


1/6 1 9[. 31 39 


0.069 


8.7 


6 


139-149 


2297 


Transposase 12 


Transposase 


0.48 


3.6 


1 


139-165 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


6.6e-07 


32.4 


6 


139-161 


2298 


Sprouty 


Sprouty protein (Spry) 


1.2e-17 


55.0 


1 


70-107 


2299 


HAMP 


HAMP domain 


0.21 


7.3 


1 


9-42 


2299 


PA 


PA domain 


3.6e-19 


65.4 


1 


155-255 


2299 


Peptidase_M28 


Peptidase family M28 


2e-118 


403.6 


1 


332-585 


2299 


Borreliajipo 


Borrelia burgdorferi virulent strain 


0.98 


2.5 


1 


591-604 


2299 


TFR dimer 


Transferrin receptor-like dimerisatio 


le-65 


228.5 


1 


597-739 


2300 


GvpG 


Gas vesicle protein G 


0.088 


6.7 


1 


43-75 


2301 


Sema 


Sema domain 


5.5e-05 


17.6 


1 


34-113 


2303 


ZZ 


Zinc finger, ZZ type 


le-12 


48.2 


1 


5-50 


2303 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


4.2 


1 


79-86 


2303 


zf-C2H2 


Zinc finger, C2H2type 


0.00067 


20.3 


1 


80-103 


2303 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.6 


1 


95-115 


2303 


SPDY 


Domain of unknown function 
CDUF317) 


0.6 


4.4 


1 


119-133 


2303 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 


1 


314-330 


2305 


ig 


Immunoglobulin domain 


1.7e-05 


23.4 


1 


37-114 




Phage cap E 


Phage major capsid protein E 


0.79 


2.8 


1 


128-137 


2306 


MHCJ 


Class I Histocompatibility antigen, d 


9.2e- 
142 


481.1 


1 


32-210 


2306 


DUF497 


Protein of unknown function (DUF497) 


0.2 


6.7 


1 


50-63 


2306 


ig 


Immunoglobulin domain 


7.9e-09 


35.9 


1 


227-292 


2306 


DUF395 


YeeE/YedE family (DUF395) 


0.19 


7.2 


1 


317-342 


2307 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2307 


LBP BPI CETP 

c 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2308 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2308 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2309 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2309 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2310 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


7310 


LBP BPI CETP 


LBP / BPI / CETP family, C-terminal 


0.7 


3.5 


2 


113-138 
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c 


do 










2311 


Secretogranin_V 


Neuroendocrine protein 7B2 precursor 


2.8e- 
136 


462.9 


1 


10-214 


2312 


Cyto heme lyase 


Cytochrome c/cl heme lyase 


0.82 


1.8 




97-120 


2313 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


6.9e-46 


159.3 




8-185 


2313 


Acvl transf 3 


Acyltransferase family 


0.12 


6.3 




110-155 


2314 


Cna B 


Cna protein B-type domain 


0.17 


5.9 




52-85 


2314 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


8.1e-12 


43.4 




52-130 


2315 


PID 


Phosphotyrosine interaction domain 
(PT 


3.3e-47 


160.5 




46-172 


2317 


p kinase 


Protein kinase domain 


8.3e-74 


255.4 




22-282 


2318 


lipocalin 


Lipocalin / cytosolic fatty-acid binding 
p 


2.3e-42 


150.9 




58-206 


2318 


Triabin 


Triabin 


0.0018 


12.1 




139-156 


2319 


lactamase_B 


Metallo-beta-lactamase superfamily 


2.3e-06 


24.6 




26-74 


2320 


annexin 


Annexin 


2.5e-05 


21.2 




1-20 


2320 


annexin 


Annexin 


l.le-29 


107.6 


2 


26-92 


2320 


annexin 


Annexin 


9.7e-28 


100.7 


3 


109-176 


2320 


annexin 


Annexin 


2.8e-33 


120.4 


4 


185-251 


2321 


SNF 


Sodiummeurotransmitter symporter 
fam 


9.5e- 
260 


873.0 


1 


38-417 


2321 


ATP-sulfurylase 


ATP-sulfurylase 


0.28 


3.8 


1 


42-64 


2321 


DUF900 


Protein of unknown function (DUF900) 


0.98 


2.8 


1 


251-263 


2323 


Glypican 


Glypican 


2.4e-60 


201.2 


1 


3-115 


2324 


PAP assoc 


PAP/25A associated domain 


1.6e-14 


51.8 




274-333 


2324 


Isochorismatase 


Isochorismatase family 


0.49 


4.1 




484-520 


2326 


Sec23 trunk 


Sec23/Sec24 trunk domain 


0.47 


4.0 


1 


22-33 


2326 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


3.7 


1 


26-56 


2327 


Sec23 trunk 


Sec23/Sec24 trunk domain 


0.47 


4.0 


-j 


22-33 


2327 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


3.7 




26-56 


2328 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2329 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2330 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2331 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2332 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 


2333 


COesterase 


Carboxylesterase 


4.3e-42 


142.8 


1 


8-142 


2333 


A2M_N 


Alpha-2-macroglobulin family N- 
termina 


0.83 


2.3 


1 


12-28 


2334 


EGF 


EGF-like domain 


0.017 


11.7 


1 


5-26 


2334 


TIL 


Trypsin Inhibitor like cysteine rich 
doma 


0.85 


3.5 


1 


10-26 


2336 


Corona NS4 


Coronavirus non-structural protein NS 


0.47 


3.5 


-i 


20-43 


2336 


.if? 


Immunoglobulin domain 


0.052 


10.4 




57-110 


2336 


m3 


Fibronectin type III domain 


2.4e-16 


58.5 




145-231 


2339 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2340 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2341 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2342 


abhydro lipase 


ab-hydrolase associated lipase region 


l.9e-32 


117.8 




87-157 


2342 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 




171-448 


2343 


abhydrojipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 




87-157 


2343 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 




171-448 


2344 


• 7tm_3 


7 transmembrane receptor 
(metabotropic 


0.75 


3.2 




26-47 
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- 


2344 


7tm_3 


7 transmembrane receptor 
[metabotropic 


D.00057 


14.4 


2 


67-111 


[2344 


Condensation 


Condensation domain 


0.36 


4.2 




159-171 


2344 


7tm_3 


7 transmembrane receptor 
(metabotropic 


1.4e-05 


20.1 




170-273 


2345 


GASA 


Gibberellin regulated protein 


0.35 


1.3 




25-54 


2345 


lectin^ 


Lectin C-type domain 


1.3e-25 


95.2 




103-216 


2346 


GASA 


Gibberellin regulated protein 


0.35 


1.3 




25-54 


2346 


lectin c 


Lectin C-type domain 


1.3e-25 


95.2 




103-216 


2347 


7tm 1 


7 transmembrane receptor (rhodopsin f 


2.6e-50 


149.5 




99-348 


2347 


endotoxin N 


delta endotoxin, N-terminal domain 


0.87 


3.6 




253-283 


2347 


Pox D2 


Pox virus D2 protein 


0.93 


1.2 




366-379 


2347 


7tm I 


7 transmembrane receptor (rhodopsin f 


9.6e-48 


141.7 




417-666 


2347 


PAZ 


PAZ domain 


0.48 


4.7 




540-567 


2348 


Hanta G2 


Hantavirus glycoprotein G2 


0.098 


4.8 




84-112 


2350 


An peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 




2-232 


2350 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




24-32 


2350 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 




117-134 


2351 


An peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 




2-232 


2351 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




24-32 


2351 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 




117-134 


2352 


Arch fla DE 


Archaeal flagella protein 


0.42 


5.0 




86-99 


2353 


UBX 


UBX domain 


0.36 


6.0 




141-159 


2353 


FTCD C 


Formiminotransferase-cyclodeaminase 


0.21 


6.0 




188-218 


2353 


3H 


3H domain 


0.46 


6.2 




248-260 


2354 


Torsin 


Torsin 


3e-189 


638.8 




17-288 


2354 


2 5 ligase 


2\5'RNA ligase family 


0.13 


7.6 




101-133 


2354 


DUF254 


SAND family protein 


0.22 


3.0 




110-129 


2355 


SPX 


SPX domain 


0.84 


1.0 




66-86 


2359 


DUF895 


Eukaryotic protein of unknown 
function 


0.68 


4.1 




183-199 


2360 


RWD 


RWD domain 


9.8e-40 


142.2 




17-131 


2360 


globin 


Globin 


0.048 


8.6 




94-126 


2360 


eRFl 2 


eRFl domain 2 


0.72 


4.1 




120-133 


2360 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


7.5e-10 


27.9 




141-207 


2360 


DNAJigase_ZB 
D 


NAD-dependent DNA ligase C4 zinc 
finge 


0.37 


5.8 




202-213 


2360 


zf-MIZ 


MIZ zinc finger 


0.28 


4.6 




203-213 


2360 


ApoA-11 


AoolboDrotein A-II (ApoA-II) 


0.94 


3.6 




267-278 


2361 


TMS TDE 


TMS membrane protein/tumour 
differentia 


0.048 


5.2 




33-63 


2361 


sugar tr 


Suear (and other) transporter 


1.5e-05 


19.2 




65-138 


2362 


ig 


Immunoglobulin domain 


0.00079 


17.2 




42-98 


2363 


ig 


Immunoglobulin domain 


o.ouu/y 






42-98 


2364 


IBN NT 


Importin-beta N-terminal domain 


6.3e-16 


58.6 




65-109 


2365 


HIM 


Haemagluttinin motif 


0.18 


7.7 




375-391 


2365 


Fascin 


Fascin protein 


0.29 


0.7 




808-818 


2370 


DUF350 


Domain of Unknown Function 
(DUF350) 


0.86 


5.1 




106-128 


237? 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 




54-78 


?M1 


, F5 F8 type C 


F5/8 type C domain 


2.2e-36 


111.6 




84-171 


2372 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 




54-78 


737' 


1 F5 F8 type C 


F5/8 type C domain 


2.2e-36 


111.6 




84-171 


237' 


\ \ RibosomaLS3_C 


1 Ribosomal protein S3, C-terminal 


0.98 


3.4 


1 | 65-71 
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domai 










2374 


Ricin B lectin 


OXW lectin repeat 


0.13 


8.4 


1 


175-204 


2374 


Ricin B lectin 


OXW lectin repeat 


0.00073 


16.5 i 


2 


266-304 


2375 


pkinase 


Protein kinase domain 


1.2e-ll ! 


41.7 




38-11° 


2377 


PH 


PH domain 


0.023 


9.0 


1 


43-81 


2377 


BTK 


BTK motif 


1.9e-06 


26.9 


1 


105-141 


2379 


EGF 


EGF-like domain 


0.047 


10.1 


1 


1-17 


2379 


EGF 


EGF-like domain 


3.7e-07 


28.6 




33-68 


2379 


EB 


EB module 


0.73 


4.1 


1 


39-68 


2380 


M tail 


Myosin tail 


0.32 


4.7 


1 


192-222 


2380 


SurE 


Survival protein SurE 


0.68 


2.6 


1 


317-330 


2380 


Pox All 


Poxvirus All Protein 


0.17 


3.2 


1 


364-382 


2385 


7tm I 


7 transmembrane receptor (rhodopsin f 


8.6e-47 


138.9 


1 


83-332 


2386 


7tm 1 


7 transmembrane receptor (rhodopsin f 


8.6e-47 


138.9 


1 


83-332 


2388 


Calcyon 


Dl dopamine receptor-interacting 
protein 


3.7e-42 


136.9 


1 


1-66 


2389 


ILl 


Interleukin-1 / 18 


2.6e-23 


83.4 


4 — 


79-180 


2390 


filament 


Intermediate filament protein 


7.3e-68 


235.6 




2-189 


2390 


K-box 


K-box region 


0.11 


7.0 


4 — 


11-29 


2390 


bZIP 


bZIP transcription factor 


0.2 


7.0 




49-86 


2390 


Ribosomal L29 


Ribosomal L29 protein 


0.71 


5.2 


i 


104-130 


2392 


MgpC 


MgpC protein precursor 


0.99 


2.8 


i 


1-27 


2393 


filament 


Intermediate filament protein 


1.8e-14 


54.6 


i 


9-80 


2394 


Peptidase M10 


Matrixin 


4.5e-47 


166.6 


i 


11-103 


2394 


Peptidase M10 


Matrixin 


9.2e-17 


64.0 


\ — 


107-145 


2395 


Peptidase Ml 0 


Matrixin , 


4.5e-47 


166.6 




11-103 


2395 


Peptidase M10 


Matrixin 


9.2e-17 


64.0 




107-145 


2396 


SUFU 


Suppressor of fused protein (SUFU) 


0 1 


1218. 
3 


i 


3-484 


2397 


LBPJ3PI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


i 


38-103 


2398 


MCPsignal 


Methyl-accepting chemotaxis protein ( 


0.21 


4.1 


-j 


363-379 


2399 


MCPsignal 


Methvl-accepting chemotaxis protein ( 


0.21 


4.1 


1 


363-379 


2402 


DUF846 


Eukaryotic protein of unknown functio 


4.3e-05 


15.0 


1 


63-93 


2405 


UK 


Virulence determinant 


0.083 


7.0 


1 


48-72 


2405 


TIP120 


TBP (TATA-binding protein) -interacti 


0 


3271. 
6 


1 


59-1252 


2405 


HEAT 


HEAT repeat 


0.093 


8.3 


2 


282-320 


2405 


HEAT 


HEAT repeat 


0.04 


9.5 


3 


377-398 


2405 


Armadillo seg 


Armadillo/beta-catenin-like repeat 


0.2 


8.0 


2 


716-755 


2406 


lectin c 


Lectin C-type domain 


2.5e-16 


64.4 


1 


168-274 


2412 


PTE 


Phosphodiesterase family 


8.2e- 
207 


697.2 


1 


38-380 


2412 


gntR 


Bacterial regulatory proteins, gntR f 


0.17 


7.0 




141-160 


2414 


filament 


Intermediate filament protein 


0.28 


5.0 




199-228 


2414 


Transposase 8 


Transposase 


0.57 


5.0 




200-220 


2414 


DUF972 


Protein of unknown function (DUF972) 


0.76 


4.2 




201-245 


2414 


Rop 


Rop protein 


0.55 


3.6 




242-249 


2414 


MoaE 


MoaE protein 


0.18 


7.2 




467-480 


2414 


WH2 


WH2 motif 


0.14 


8.9 




468-485 


2419 


Pox int trans 


Poxvirus intermediate transcription fa 


0.092 


5.7 




119-147 


2419 


ABA WDS 


ABA/WDS induced protein 


0.81 


4.5 




185-201 


2419 


DUF738 


Protein of unknown function (DUF738) 


0.89 


3.3 




297-316 


7419 


IpaB EvcA 


IpaB/EvcA family 


0.65 


3.8 




460-485 



WO 2004/080148 



PCT/US2003/030720 



574 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


2420 


PS Dcarbxylase 


Phosphatidylserine decarboxylase 


3.9e-60 


209.9 


1 


80-323 


2422 


DUF199 


Uncharacterized BCR, COG1481 


0.5 


3.4 


1 


138-154 


2423 


ADP_PFK_GK 


ADP-specific 

Phosphofructokinase/Gluco 


4.1e- i 
208 


701.5 


1 


6-408 


2423 


Mannitol dh 


Mannitol dehydrogenase 


0.052 


6.8 


1 


310-329 


2424 


ASFVJL11L 


African swine fever virus (ASFV) 
L11L 


0.89 


3.1 


1 


8-19 


2428 


Ribosomal S25 


S25 ribosomal protein 


0.00053 


15.1 


1 


12-43 


2429 


ank 


Ankyrin repeat 


0.011 


12.7 


1 


1-18 


2429 


ank 


Ankyrin repeat 


0.0036 


14.4 


2 


19-51 


2429 


ank 


Ankyrin repeat 


1.5e-ll 


44.5 


3 


52-84 


2429 


ank 


Ankyrin repeat 


1.2e-08 


34.1 


4 


85-117 


2429 


ank 


Ankyrin repeat 


3.3e-08 


32.5 ! 


5 


118-150 


2429 


ank 


Ankyrin repeat 


3.4e-ll 


43.2 


j 


151-183 


2429 


ank 


Ankyrin repeat 


1.3e-08 


33.9 




184-217 


2429 


ank 


Ankyrin repeat 


0.0027 


14.9 




218-250 


2429 


ank 


Ankyrin repeat 


8.5e-08 


31.1 




251-283 


2429 


ank 


Ankyrin repeat 


0.013 


12.4 


To 


284-308 


2429 


ank 


Ankyrin repeat 


8.3e-08 


31.1 


11 


335-367 


2429 


ank 


Ankyrin repeat 


l.le-09 


37.8 


il — 


368-400 


2429 


ank 


Ankyrin repeat 


6.9e-07 


27.8 




401-461 


2429 


endonuclease 7 


Recombination endonuclease VII 


0.034 


9.6 


i 


417-441 


2429 


ank 


Ankyrin repeat ! 


0.0047 


14.0 


14 


462-485 


2430 


trypsin 


Trypsin 


1.5e-23 


72.8 


1 


61-237 


2430 


PDZ 


PDZ domain (Also known as DHR or 
GLGF) 


5.1e-08 


30.0 


1 


285-339 


2431 


vwc 


von Willebrand factor type C domain 


5.4e-05 


19.0 


1 


66-105 


2432 


MethyltransfD12 


D12 class N6 adenine-specific DNA 
met 


1.4e-36 


128.4 


1 


39-163 


2432 


Ribosomal LI 


Ribosomal protein Llp/LlOe family 


0.57 


1.6 


1 


99-117 


2433 


lipocalin 


Lipocalin / cytosolic fatty-acid binding 
pr 


4.7e-ll 


42.2 


1 


12-80 


2434 


tRNA anti 


OB-fold nucleic acid binding domain 


2.7e-15 


56.4 


1 


71-145 


2434 


tRNA-synt_2 


tRNA synthetases class II (D, K and N 


2.2e-59 


207.4 


1 


162-410 


2434 


Transglutamin C 


Transglutaminase family, C-terminal i 


0.79 


4.1 


4 — 


229-256 


2434 


RNA helicase 


RNA helicase 


0.13 


5.7 




266-308 


2435 


FAD bindin&_2 


FAD binding domain 


1.6e-53 


181.4 


i 


22-117 


2436 


RasGEF 


RasGEF domain 


6.8e-18 


69.6 


i 


35-115 


2437 


KH 


KH domain 


3.8e-17 


61.6 


i 


78-124 


2437 


Peripla BP 2 


Periplasmic binding protein 


0.71 


3.5 


4 — 


116-132 


2437 


KH 


KH domain 


2.4e-10 


38.1 




162-189 


2439 


transket pyr 


Transketolase, pyridine binding domai 


1.6e-51 


176.9 


i 


76-254 


2439 


DUF924 


Bacterial protein of unknown function 


0.88 


2.8 


i 


77-98 


2439 


Indigoidine_A 


Indigoidine synthase A like protein 


0.51 


4.4 




233-247 


2439 


transketolase C 


Transketolase, C-terminal domain 


9.7e-42 


137.2 




272-398 


2440 


Calsequestrin 


Calsequestrin 


8.5e- 
292 


979.5 




42-427 


2440 


thiored 


Thioredoxin 


0.057 


9.0 




160-189 


2441 


Bacillus PapR 


Bacillus PapR protein 


0.68 


3.6 




62-77 


2441 


arf 


ADP-ribosylation factor family 


0.76 


2.9 




290-312 


2441 


RNA_capsid 


Calicivirus putative RNA 
polymerase/ca 


0.65 


1.9 




346-355 


2442 


ig 


Immunoglobulin domain 


2.7e-09 


37.6 




35-112 


2442 


Relaxase 


Relaxase/Mobilisation nuclease domain 


0.91 


3.4 




71-90 
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2442 


virus P-coat 


Viral coat protein 


0.7 


4.0 


1 


140-152 


2442 


ig 


Immunoglobulin domain i 


9.8e-07 


28.1 


2 


156-230 


2445 


cadherin 


Cadherin domain 


0.045 


8.9 


1 


77-106 


2445 


cadherin 


Cadherin domain 


1.4e-14 


52.6 


2 


150-245 


2445 


cadherin 


Cadherin domain 


4.8e-24 


85.5 


3 { 


259-350 


2445 


cadherin 


Cadherin domain 


3.6e-14 


51.1 


4 


364-455 


2445 


cadherin 


Cadherin domain 


2.9e-22 


79.4 


5 


469-565 


2445 


HemaJHEFG 


Hemagglutinin domain of 
haemaeelutini 


0.25 


4.6 


1 


515-531 


2445 


cadherin 


Cadherin domain 


8.2e-14 


49.9 


6 


594-677 


2447 


ShTK 


ShTK domain 


0.92 


3.9 


1 


74-82 


2448 


zf-C2H2 


Zinc finger, C2H2 type 


0.00076 


20.0 


2 


50-73 


2448 


zf-C2H2 


Zinc finger, C2H2 type 


0.036 


13.3 


3 


80-106 


2448 


zf-C2H2 


Zinc ringer, C2H2 type 


0.00095 


19.6 


5 


198-221 


2450 


Alpha L fucos 


Alpha-L-rucosidase 


0.018 


8.4 


1 


10-34 


2451 


TCTP 


Translationally controlled tumour 
jprotein 


7.3e-13 


42.0 


1 


20-54 


2452 


Herpes _gG 


Glycoprotein GG/GX 


0.39 


2.9 


1 


29-54 


2452 


Osteopontin 


Osteopontin 


l.le- 
128 


410.7 


1 


42-218 


2452 


Flu Ml 


Influenza Matrix protein (Ml) 


1 


3.0 


1 


52-65 


2453 


serpin 


Serpin (serine protease inhibitor) 


0.99 


2.0 


1 


68-92 


2454 


HATPase_c 


Histidine kinase-, DNA gyrase B-, and 


3.8e-15 


54.5 


1 


92-240 


2454 


Pox N2L 


Poxvirus N2L protein 


0.18 


5.3 


1 


162-176 


2454 


DNA gyraseB 


DNA gyrase B 


4.1e-57 


199.9 


1 


286-446 


2454 


Fold N 


Restriction endonuclease Fokl, recogn 


0.12 


6.3 


1 


530-539 


2454 


DNAJopoisoIV 


DNA gyrase/topoisomerase IV, subunit 


7.6e- 
190 


610.8 


1 


729- 
1196 


2454 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family 


0.025 


8.2 


1 


1171- 
1197 


2456 


PCI 


PCI domain 


0.27 


6.1 


1 


66-93 


2457 


Clq 


Clq domain 


6.3e-06 


23.8 


1 


98-138 


2458 


BTB 


BTB/POZ domain 


1.9e-17 


64.4 


1 


62-124 


2459 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2460 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2461 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2462 


DUF408 


Domain of Unknown Function 
(DUF408) 


le-11 


42.8 


1 


1-43 


2462 


DUF584 


Protein of unknown function, DUF584 


0.67 


2.3 


1 


224-250 


2464 


Securin 


Securin sister-chromatid separation 
inhibito 


1 


2.9 


1 


19-34 


2465 


Nuf2 


Nuf2 family 


3.3e- 
104 


356.3 


1 


6-153 i 


2465 


Corona NS2A 


Coronavirus NS2A protein 


0.42 


2.3 


1 


133-139 


2465 


Syntaxin 


Syntaxin 


0.31 


6.3 


1 


142-242 


2465 


HR1 


Hrl repeat 


0.099 


7.1 


1 


192-219 


2465 


LEA 


Late embryogenesis abundant protein 


0.79 


5.0 


1 


254-279 


2465 


Mob Pre 


Plasmid recombination enzyme 


0.97 


1.9 


1 


366-376 


2465 


G-gamma 


GGL domain 


0.08 


6.9 


1 


403-424 


2465 


OKR_DC_l_N 


Orn/Lys/Arg decarboxylase, N- 
terminal 


0.19 


4.3 


1 


426-450 
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2466 


pkinase 


Protein kinase domain 


0.036 [ 


7.9 




62-123 


2466 


HEAT 


HEAT repeat 


0.13 I 


7.8 


i 


335-373 


2467 


UreE C 


UreE urease accessory protein, C-termi 


0.09 


7.9 


1 


119-140 


2467 


Pox A Jypejnc 


Viral A-type inclusion protein repeat 


0.59 


6.3 


1 


194-215 


2470 


DUF563 


Protein of unknown function (DUF563) 


0.86 


2.4 


1 


36-47 


2471 


Fumarate red D 


Fumarate reductase subunit D ! 


0.28 


5.3 


] 


79-103 


2473 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


2.9e-06 


17.8 




59-96 


2473 


1BR 


IBR domain 


0.0064 


10.5 


1 


70-114 


2473 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.029 


6.4 


\ 


124-144 


2474 


Aa_trans 


Transmembrane amino acid transporter 
P 


1.4e-41 


148.3 




72-276 


2475 


Aajrans 


Transmembrane amino acid transporter 
P 


1.4e-41 


148.3 


1 


72-276 


2477 


LRR 


Leucine Rich Repeat 


0.093 


8.7 


I 


30-51 


2477 


LRR 


Leucine Rich Repeat 


0.57 


6.0 




56-77 


2478 


SAB 


SAB domain 


0.65 


5.3 


1 


57-82 


2478 


RPE65 


Retinal pigment epithelial membrane 
prote 


4.3e-27 


91.2 


1 


85-202 


2479 


SAB 


SAB domain 


0.65 


5.3 


1 


57-82 | 


2479 


RPE65 


Retinal pigment epithelial membrane 
prote 


4.3e-27 


91.2 


1 


85-202 


2480 


Pox_A_type_inc 


Viral A-type inclusion protein repeat 


0.42 


6.8 


1 


18-40 


2480 


spectrin 


Spectrin repeat 


0.61 


4.8 


1 


18-45 


2481 


CD34 antigen 


CD34 antigen protein 


0.88 


0.3 


1 


6-34 


2481 


DUF999 


Protein of unknown function (DUF999) 


0.28 


5.1 


1 


14-35 


2481 


BCL_N 


BCL7, N-terminal conserver region 


0.39 


6.1 


1 


174-195 


2481 


serpin 


Serpin (serine protease inhibitor) 


3.7e-24 


81.8 


1 


431-546 


2482 


PMP22 Claudin 


PMP~22/EMP/MP20/Claudin family 


3.7e-89 


306.4 


1 


40-218 


2482 


mce 


mce related protein 


0.74 


4.3 


1 


159-179 


2483 


PAP2 


PAP2 superfamiiy 


4.5e-15 


54.4 


1 


24-159 


2488 


SMC C 


SMC family, C-terminal domain 


1.6e-17 


60.6 


1 


418-475 


2488 


SMC C 


SMC family, C-terminal domain 


Lle-43 


150.2 


2 


477-540 


2488 


Armadillo seg 


Armadillo/beta-catenin-like repeat 


4.6e-14 


53.0 


2 


551-591 


2488 


Armadillo_seg 


Armadillo/beta-catenin-like repeat 


1.4e-08 


33.5 


3 


594-634 


2489 


IER 


Immediate early response protein (IER) 


0.063 


3.8 


1 


194-206 


2490 


disintegrin 


Disintegrin 


3.3e-36 


123.1 


1 


4-79 


2490 


EGF 


EGF-like domain 


0.0023 


14.8 


4 — 


231-258 


2499 


ARPF 


Aromatic-Rich Protein Family 


1.4e-10 


36.3 




89-234 


2502 


Pafl 


Pafl 


2.3e-17 


65.0 




1-61 


2502 


ig 


Immunoglobulin domain 


0.015 


12.4 


i — 


68-113 


2502 


ank 


Ankyrin repeat 


0.025 


11.4 




186-204 


2504 


PH 


PH domain 


0.028 


8.7 


i — 


61-153 


2504 


DAGKc 


Diacylglycerol kinase catalytic domain 


0.00051 


15.4 


i 


161-213 


2505 


ig 


Immunoglobulin domain 


0.069 


9.9 




48-120 


2505 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 




161-219 


2506 


ig 


Immunoglobulin domain 


0.069 


9.9 




48-120 


2506 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 




161-219 


2508 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


8.2e-29 


85.0 




49-179 


2508 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


1.6e-13 


39.1 


2 


210-267 


2517 


Acyl-CoA_dhJVl 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2517 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 


6.7e-50 


175.9 


1 


415-566 
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doma 










2518 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2518 


Acyi-CoA_dh 


Acyi-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 


1 


415-566 


2519 


Cation efflux 


Cation efflux family 


3e-09 


34.4 


1 


33-109 


2520 


CaMBD 


Calmodulin binding domain 


0.074 


7.8 


1 


451-467 


2520 


IQ 


IQ calmodulin-binding motif 


1.3e-05 


22.1 


2 


473-493 


2520 


IQ 


IQ calmodulin-binding motif 


1.6e-05 


21.8 


3 


532-552 


2524 


PAP2 


PAP2 superfamily 


7.6e-19 


67.8 


1 


39-151 


2525 


PAP2 


PAP2 superfamily 


7.6e-l9 


67.8 


1 


39-151 


2529 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


1 


201-226 


2529 


LRR 


Leucine Rich Repeat 


0.0019 


14.3 


2 


227-246 


2529 


LRR 


Leucine Rich Repeat 


0.13 


8.1 


4 


272-297 


2529 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


5 


298-317 


2529 


LRR 


Leucine Rich Repeat 


5.2e-05 


19.6 


6 


319-342 


2529 


LRR 


Leucine Rich Repeat 


0.37 


6.6 


7 


343-368 


2530 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


55-122 


2530 


ig 


Immunoglobulin domain 


0.0043 


14.5 


2 


162-220 


2530 


ig 


Immunoglobulin domain 


0.00023 


19.2 


3 


267-321 


2531 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


55-122 


2531 


ig 


Immunoglobulin domain 


0.0043 


"14.5 


2 


162-220 


2531 


ig 


Immunoglobulin domain 


0.00023 


19.2 


3 


267-321 


2532 


tsp_l 


Thrombospondin type 1 domain 


2.9e-07 


25.9 


1 


59-103 


2533 


Guanylin 


Guanylin precursor 


0.0007 


9.1 


1 


12-35 


2533 


Apo-CII 


Apolipoprotein C-II 


3.4e-57 


200.2 


1 


34-111 


2534 


Guanylin 


Guanylin precursor 


0.0007 


9.1 


1 


12-35 


2534 


Apo-CII 


Apolipoprotein C-II 


3.4e-57 


200.2 


1 


34-111 


2536 


zf-C2H2 


Zinc finger, C2H2 type 


0.0012 


19.3 


1 


279-301 


2536 


zf-C2H2 


Zinc finger, C2H2 type 


2.2e-06 


30.3 


2 


307-329 


2536 


zf-C2H2 


Zinc finger, C2H2 type 


0.086 


11.7 


3 


337-355 


2540 


FA desaturase 


Fatty acid desaturase 


5.1e-42 


145.2 


1 


8-159 


2541 


rnaseH 


RNaseH 


7.1e-16 


53.4 


1 


86-184 


2541 


MutS III 


MutS domain HI 


4.2e-06 


22.9 


1 


253-277 


2541 


MutS V 


MutS domain V 


6e-164 


543.6 


1 


282-517 


2542 


ig 


Immunoglobulin domain 


7.6e-08 


32.2 


1 


1-57 


2542 


rn3 


Fibronectin type III domain 


2.8e-16 


58.3 


1 


79-165 


2543 


MAM 


MAM domain 


1.5e-43 


154.8 


1 


3-102 


2544 


kazal 


Kazal-type serine protease inhibitor 
domain 


7.7e-06 


25.8 


1 


40-87 


2544 


ig 


Immunoglobulin domain 


4.1e-07 


29.5 


1 


105-174 


2545 


RNA helicase 


RNA helicase 


0.031 


7.9 


1 


85-112 


2545 


ATP-bind 


Conserved hypothetical ATP binding 
prote 


0.055 


7.3 


1 


90-103 


2547 


ig 


Immunoglobulin domain 


0.015 


12.4 


1 


10-28 


2547 


ig 


Immunoglobulin domain 


0.098 


9.4 


2 


72-98 


2549 


serpin 


Serpin (serine protease inhibitor) 


5.4e-18 


60.8 


1 


68-112 


2551 


DREV 


DREV methyltransferase 


7.3e- 
233 


680.7 


1 


57-318 


2553 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


2 


44-76 


. 2553 


ank 


Ankyrin repeat 


0.026 


11.4 


3 


77-102 


2554 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


117-375 


2555 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


117-375 


2557 


tRNA-synt_le 


tRNA synthetases class I (C) 


0.0002 


14.0 


1 


99-129 
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2557 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V> 


2.4e-07 


23.7 


1 


99-137 


2558 


MHCJMbeta 


Class II histocompatibility antigen, beta 


1.4e-43 


149.3 


1 


41-116 


2562 


fn3 


Fibronectin type III domain 


0.0065 


11.9 


1 


18-105 


2563 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 
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685 


LADLtl 

Position J 

1-26 


Ylaxiinuni score 

n OQO 
r\ <V7C 


0.908 j 
0.888 j 


689 
691 
695 
697 


1-19 
1-49 
1-24 
1-26 


A f\AA 

J.944 
a nm 

0.919 


0.603 1 
0.943 | 
0.670 j 


698 


1-20 


a noo 


0 939 • 1 


706 


1-20 


A AOA 

0.989 


0 973 1 
\j*y 1 .i 


707 


1-24 _i 


A C\H1 

0.9/3 


0.922 J 


710 


1-33 


A (\CH 

0.9-)/ 


0.789 j 


712 


1-57 


A A*7C 

0.9 / J 


0.488 _j 


714 


1-42 


A ACO 


0.680 ! 


715 


1-42 


A ACQ 

v.yjo 


0.687 Hj 


725 


1-18 


A A/7Q 
0.9/O 


0.956 


728 


1-22 


A AO A 


0.917 i 


732 


1-27 


n on A 
\j,y /4 


0.932 j 


733 


1-27 


a an a 
0.9 /4 


0.932 j 


734 


1-27 


a an A 
0.9/4 


0 932 1 


738 


1-75 


A Q07 

v.yli 


0.462 1 


742 


1-23 


A OAC 


0.707 


744 


1-33 


A AO 1 

v.yol 


0.884 J 


747 


1-20 . 


A GQ1 

v.yyl 


0.954 _| 


748 


1-30 


A AC A 

u.jou 


0.785 ! 


753 


1-30 


A 001 

0.99 1 


0 936 

U.7JV J 


754 


1-17 


A QTC 

0.9 /o 


0.905 


755 


1-16 


u.yo/ 


0.933 | 


756 


1-18 


A OTA 


0.897 j 


757 


1-17 


A Q/1 Q 

U.948 


0.869 j 


758 


1-17 


A O/l© 

o.94o 


0.869 1 


759 


1-21 




0.820 


762 


1-14 


a 070 

u.y // 


0.951 


781 


1-38 


v.ylf 


0.618 _J 


784 


1-21 


A OQ/1 


0.869 


796 


1-19 


A QO 


0.959 ! 


797 


1-19 


A OQO 


0.959 


798 


1-19 




0.959 1 


800 


1-65 




0.487 j 


801 


1-45 


A QOI 


0.565 


803 


1-36 


a noc 


n 834 ' 


804 


1-21 


A AAO 

0.993 


0 855 


oUO 


1-20 


0.937 


0.779 


807 


1-20 


0.937 


0.779 i 


808 


1-20 


0.937 


0.779 


809 


1-32 


0.972 


0.885 1 


811 


1-25 


0.991 


0.948 


814 


1-28 


0.948 


0.827 S 


815 


1-33 


0.947 


0.744 | 


816 


1-23 


0.986 


0.908 


817 


1-23 


0.986 


0.908 


819 


1-21 


0.959 


0.755 1 


825 


1-35 


0.974 


0.637 



WO 2004/080148 



PCT/US2003/030720 



TABLE 5 



SEQID 


Position 


Maximum score 


Average score 


826 


1-42 


0.981 


0.909 


834 


1-21 


0.978 


0.751 


835 


1-44 


0.985 


0.831 


836 


1-44 


0.985 


0.814 


838 


1-31 


0.986 


0.935 


844 


1-18 


0.951 


0.879 


845 


1-18 


0.951 L 


0.879 


848 


1-20 


0.992 


0.794 


852 


1-24 


0.976 


0.901 


853 


1-24 


0.976 


0.901 


855 


1-25 


0.933 


0.751 


858 


1-24 


0.915 1 


0.567 


867 


1-17 


0.968 


0.863 


868 


1-17 


0.968 


0.863 


869 


1-34 


0.987 


0.781 


870 


1-16 


0.901 


0.686 


872 


1-14 


0.964 


0.931 


877 


1-21 


0.988 


0.958 


878 


1-22 


0.915 


0.833 


879 


1-25 


0.922 


0.765 


880 


1-25 


0.922 


0.765 


882 


1-20 


0.917 


0.819 


888 


1-24 


0.985 _j 


A C\ A C 

0.945 1 


889 


1-17 


0.989 


0.945 H 


890 


1-23 J 


0.995 . 


a no o 

0.938 _J 


891 


1-24 


0.971 


A OOI 

0.882 


893 


1-16 


0.891 


A T7 A 

0.770 


894 


1-20 


0.972 


r\ O C A 

0.859 


900 


1-22 


0.931 


0.862 


901 


1-24 


0.993 


A r\T"7 

0.937 


907 


1-22 


0.974 


A OCA 

0.850 


908 


1-23 


0.993 


0.950 


909 


1-15 


0.994 


0.617 j 


910 


1-23 


0.993 


0.950 


919 


1-15 


0.947 


0.797 


924 


1-19 


0.964 


A AT7 

0.927 


925 


1-19 


0.964 


0.927 


927 


1-26 


0.962 


A TOO 

0.783 


930 


1-43 


0.987 


0.765 


932 


111 

1-31 




0.803 


934 


1-23 


0.984 


0.884 


936 


1-48 


0.967 


0.624 


939 


1-30 


0.973 


0.851 


941 


1-18 


0.978 


0.957 


942 


1-21 


0.978 


0.937 


948 


1-21 


0.965 


0.760 


951 


1-29 


0.989 


0.946 


954 


1-31 


0.945 


0.587 


956 


1-22 


0.836 


0.491 


958 


1 1-28 


0.984 


0.903 
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TABLES 



SEQID 


Position 


Maximum score 


Average score 


960 


1-24 


0.987 


0.924 1 


961 


1-24 j_ 


0.987 


0.924 1 


962 


1-24 


0.987 


0.924 _ 1 


965 


1-21 


0.993 


0.934 [ 


966 


1-43 


0.974 


0.653 _ 1 


967 


1-32 


0.953 


0.778 1 


968 __ 


1-40 


0.972 


0.632 ] 


970 


1-24 


0.981 


0.938 


971 


1-24 J 


0.981 


0.776 


973 


1-28 


0.923 


0.694 ! 


978 


1-37 


0.968 


0.746 


979 


1-37 


0.968 


0.746 I 


980 


1-23 


0.984 


0.943 


981 


1-18 


0.961 


0.869 


982 


1-24 


0.971 


0.865 j 


983 


1-21 


0.988 


0.937 ! 


984 


1-20 


0.938 


0.716 


985 


1-20 


0.938 


0.716 JJ 


986 


1-25 


0.913 


0.560 ] 


988 


1-16 


0.969 


0.949 1 


993 


1-39 


0.972 


0.817 1 


994 


1-21 


0.970 


0.808 ! 


996 


1-22 


0.977 


0.837 ! 


1006 


1-35 


0.967 


0.668 


1010 


1-24 


0.980 


0.902 ! 


1013 


1-24 


0.987 


0.903 


1014 


1-24 


0.987 


0.903 


1017 


1-23 


0.932 


0.654 i 


1019 


1-20 


0.984 


0.868 ! 


1023 


1-25 


0.948 


0.735 | 


1024 


1-23 


0.968 


0.924 __| 


1027 


1-25 


0.956 


0.848 ! 


1028 


1-16 


0.993 


0.980 ] 


1029 


1-16 


0.993 


0.980 


1031 


1-33 


0.985 


0.813 


1039 


1-46 


0.982 


0.666 


1041 


1-41 


0.988 


0.886 


1046 


1-24 


0.991 


0.940 1 


1048 


1-19 


0.991 


0.934 


1052 


1-21 


0.991 




1053 


1-25 


0.971 


0.897 


1054 


1-24 


0.975 


0.932 ( 


1055 


1-18 


0.986 


0.965 


1057 


1-18 


0.978 


0.887 


1058 


1-18 


0.978 


0.887 


1060 


1-26 


0.987 


0.917 


1062 


1-34 


0.991 


0.901 


1066 


1-31 


0.992 


0.741 


1068 


1-22 


0.962 


0.919 


1072 


1-22 


0.986 


0.943 
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TABLES 



SEQID 


Position 


Maximum score 


Average score 


1073 


1-23 


0.974 


a too 
U./yy 


1075 


1-33 


0.986 


A QQ£ 
U.OOU 


1076 


1-23 i 


0.969 


a £0£ 

u.ovo 


1077 


1-23 


0.969 


u.oyo 


1078 


1-17 J 


0.978 


A OA^C 


1079 


1-30 


0.935 


a in 
U./l / 


1080 


1-17 


0.978 


A GA*i 


1081 


1-17 


0.978 


A OA** 


1082 


1-17 


0.978 


A OA< 


1083 


1-26 [ 


0.936 


A QAO, 


1084 


1-23 


0.993 


u.yu/ 


1085 


1-18 


0.969 




1092 


1-19 


0.937 


A Til 


1096 


1-39 


0.995 


A ^QA 


1097 


1-39 


0.995 


A <QA 


1100 


1-20 


0.964 


A QA7 


1101 


1-23 


0.993 


A O^A 


1102 


1-23 


0.993 


A Q*\A 


1105 


1-21 


0.987 


A Q£l 
\J.y03 


1106 


1-19 


0.947 


A 7A0 

u. /uy 


1111 


1-13 


0.911 


A 71 Q 


1117 


1-20 


0.930 


A 7A£ 


1118 


1-16 


0.964 


A 7QA 

u./yu 


1121 


1-24 


0.968 


A QO*v 
U.oZD 


1123 


1-20 


0.991 


A QQ1 

U.ool 


1128 


1-22 


0.969 


A 9*71 


1129 


1-25 


0.985 


A 


1130 


1-25 


0.985 


A Q£A 


1131 


1-20 


0.958 


A 80^ 


1132 


1-21 


0.942 


A 717 


1134 


1-24 


0.976 


A 09^ 


1136 


1-14 


0.972 


A 051 


1137 


1-19 


0.960 


A OA1 ! 


1139 


1-33 


0.995 




1140 


1-30 


0.993 


A 


1141 


1-30 


0.993 




1143 


1-35 


0.974 


A fJXl 


1144 


1-42 


0.981 


A QflQ 


1145 


1-21 


0.975 


A R7A 
U.o ft 


1 1 *CA 


1 91 


0.914 


0.729 


1152 


1-17 


0.990 


0.973 


1153 


1-17 


0.990 


0.973 


1155 


1-23 


0.965 


0.907 


1161 


1-39 


0.954 


0.705 


1162 


1-45 


0.929 


0.575 


1165 


1-19 


0.939 


0.857 


1167 


1-25 


0.95 1 


0.619 


1170 


1-37 


0.978 


0.830 


1172 


1-16 


0.957 


0.870 


1173 


1-16 


0.957 


0.870 



WO 2004/080148 



PCT/US2003/030720 



583 



SEQID 



1174 



Position 



1-21 



TABLES 



Maximum score 



0.914 



Average score 



0.729 
0.925 



1178 



1179 



1-25 



1-17 



0.980 



0.915 



0.659 
0.719 



1181 
1186 



1-22 
1-18 



0.950 



0.985 



0.928 
0.803 



1192 



1196 



1199 
1200 
1205 



1-18 



1-48 



1 -20 
-16 
-25 



0.960 



0.905 



0.988 



0.907 



0.974 



0.599 



0.955 



0.635 



0.781 



1207 



1208 



1210 



1213 



1214 



1-28 



1-23 



1-21 



1-31 



147 



0.965 



0.965 



0.988 



0.940 



0.983 



0.842 



0.693 



0.911 



0.696 



0.956 



1218 
1219 



1-23 



1-15 



0.996 



0.967 



0.969 



0.909 



1221 
1222 



1223 



1226 
1228 
1231 
1232 
1233 



1235 



1240 



1241 



1 46 
-32 



-23 



1-31 



1-32 



1-23 



1-23 



1-23 



1-21 



1-20 



1-22 



0.978 



0.939 



0.982 



0.991 



0.953 



0.965 



0.965 



0.965 



0.873 
0.987 



0.994 



0.938 



0.646 



0.945 



0.925 



0.778 



0.907 
0.907 



0.907 



0.596 



0.949 



0.890 



1244 



1-27 



0.998 



0.952 
0.952 



1245 



1-27 



0.998 



1247 



1253 



1258 



1-23 



1-17 



1-20 



0.980 



0.945 



0.984 



0.931 



0.731 



0.923 
0.757 



1259 



1261 
1262 



1265 



1-32 



1-20 



1-18 



1-23 



0.956 



0.967 



0.961 



0.991 



0.781 



0.886 



0.915 



1266 
1267 



1-23 
1-19 



0.991 



0.973 



0.915 



0.788 



1268 



1269 



1-34 



1-21 



0.988 



0.922 



0.888 



0.610 



1271 



1-23 



0.910 



0.653 
0,757 



1272 



1-18 



0.997 



1275 



1278 



1-29 



1-34 



0.989 



0.994 



0.943 



0.867 



1279 



1-15 



0.983 



0.957 
0.641 



1280 
1281 
1282, 
1283 



1-15 
1-36 
1-36 
1-36 



0.969 
0.916 
0.916 
0.896 



0.620 
0.620 
0.584 
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TABLE 5 



ct?o rn 

1287 

1288 


Position 

1-18 

1-31 


Maximum score 

3.836 

0.952 


Average score 

0.471 

n 767 


1290 
1292 
1293 
1295 
1297 


1-22 

1-33 _X 

1-33 

1-27 

1-30 1 


a a^a 

0.962 
0.904 

A A A A 

0.904 

A A /TO 

0.962 

A AAC 

0.995 


n 0ft4 

A 1 

ft 64 1 

ft 064 ! 


1298 
1300 
1302 


1-30 X 

1-25 

1-16 


A AAC 

0.995 

A A AO 

0.998 

A AA 1 

0.921 

0.991 1 


n 064 
n 061 

n 790 

n 01^ 


1303 
1310 


1-24 
1-52 


A AO*7 

0.987 


n 409 


1311 


1-19 


A AAO 

0.903 


ft 509 


1314 ^ 


1-16 


A OOH 

0.887 


ft 71S 


1315 


1-27 


A A1 1 

0.911 


n 689 


1316 


1-27 


0.911 


n 6R9 


1317 


1-25 


A AOT 

0.987 


ft 094 


1319 


1-20 


0.973 I 


ft 7S0 


1320 


1-20 


A A^TO 

0.968 


ft 7H 


1322 


1-16 


0.969 


ft P.Q4 


1323 


1-16 


A AzTA 

0.969 


ft R04 


1324 


1-28 


A C\CH 

0.957 


ft R74 


1325 


1-17 


0.972 


ft 046 


1326 


1-17 


A AT> 

0.972 


ft 046 


1327 


1-18 


A AAC 

0.905 


ft ^01 


1328 


1-16 


A OAC 

0.895 


ft S61 


1329 


1-17 


A AIO 

0.978 


ft R96 


1330 


1-20 


A AOO 

0.988 


ft Q61 


1333 


1-24 


A AQC 


ft 065 


1335 


1-22 


0.9oo 


ft 767 


1343 


1-32 


A AC/1 

0.954 


0 675 


1344 


1-18 


A AC1 

0.951 


0 870 


1345 


1-30 


A ATO 

0.978 


ft 001 I 


1347 


1-20 


A A/f 1 

0.961 


ft £P.ft 


1348 


1-18 


A A*70 

0.978 


ft 040 




1-23 


0.989 


0.868 


1352 


1-23 


0.993 


0.883 


1354 


1-25 


0.924 


0.567 


1358 


1-18 


0.993 


0.909 


1359 


1-15 


0.855 


0.706 


1360 


1-31 


0.985 


0.908 


1361 


1-17 


0.995 


0.950 


1362 


1-17 


0.995 


0.950 


1364 


1-29 


0.962 


0.860 


1366 


1-17 


0.978 


0.905 


1368 


1-26 


0.958 


0.843 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


1 


17 


2 


17 


3 


17 


4 


17 


5 


17 


6 


2 


7 


7 


8 


16 


9 


15 


10 


20pll.2-11.22. ! 


11 


4 


12 


12 


13 


13 


14 


14q24 


15 


18 


16 


4 


17 


12q J 


18 


7 


19 


22ql2.2 J 


20 J 


17 


21 


1 


22 


20 


23 


1 


24 


6 


25 


15 


26 


13q34 


27 


2q21.2 


28 


2q21.2 


29 


12 


30 


4 


31 


4 


32 


19 


33 


19-specific J 


34 


3 


35 


2 


36 


1 


37 


11 


38 


17 


39 


10 


41 


Xp22 


42 


8 


43 


19 J 


44 


6 


45 


3 


46 


19ql3.3 


47 


1 


48 


1 


49 


1 


50 


1 


51 


X 


52 


22q 13.33 


53 


19 


54 


19 


55 


6 


56 


3 
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586 
TABLE 6 



SEQ ID { 


GENOMIC LOCATION 1 


, ■ ■ 

57 




58 


13 J 


so 


11 1 


*o 


1 J 


61 


19 1 


62 


13 J 


63 


12 J 


fA 


6 J 


65 


1 1 


66 


4 


67 


7 1 


68 


20 


69 


11 1 


70 


12pl3 1 


71 


lp32.1-33 1 


72 


3 | 


75 


14 1 


74 


14 


75 


6pl 1.2-12.3 I 


7* 


llq J 


77 


15 1 


78 


19 


79 


2 1 


80 


9 1 


81 


9 1 


R9 


° 1 


83 


11 1 


R4 


2pl3 1 


85 


11 | 


86 


lp36.2-36.33 1 


87 


1 I 


RR 


17 j 


89 


20pl3 I 


90 


7q22-q31.1 I 


91 


4 


92 


7 I 


93 


ng9s I 


94 


llql3.3 I 


95 


8q22-q23 I 


96 


11 | 


98 


8 


99 


7 1 


100 


4 1 


101 


2 1 


102 


6q 16.3-22.1 


103 


4 1 


104 


5 1 


105 


5 I 


106 


Xpll.3 1 


107 


12pter-pl3.31 I 


108 


4 1 


109 


19 1 


110 


10cen-q26.1i 


111 


19pl3 1 


112 


17 
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TABLE 6 



seq m 


GENOMIC LOCATION 


113 


17 


114 


17 


115 


6 


116 


14 


117 


14 


118 


10 


119 


3 


120 


1 


121 


10 


122 


14 


123 


14 


124 


4 


125 


15q21.3 


126 


15 


127 




131 


17 


132 


llq 


133 


11a 


135 


lp36.12 


136 


16 


137 


18 


138 


3 


139 


2 


140 


llql3 


141 


7q33-q35 


142 


7q33-q35 


143 


4 


144 


6q25.3-27 


145 


8 


146. 


8 


147 


17 


148- 


17 


149 


11 


150 


22 


151 


17 


152 


17 


153 


Xq22 


154 


5 


155 


14 


156 


13qlZl 1-12.3 


157 


9 


158 


22ql2 


159 


22ql2 


160 


10 


161 


10 


163 


15ql5 


164 


15gl5 


165 


17 


166 


4 


167 


4pl6 


168 


4pl6 


169 


4pl6 


170 


11 


171 


5 


172 


14 
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TABLE 6 



SEO ID 


GENOMIC LOCATION 


173 


15 




174 


15 




175 


8p21.3-qll.l 


176 


8p2i.3-qll.l . 


177 


3p21-pl2 


178 


19 




17Q 


16 


180 


22ql2 




181 


X 


182 


6 


183 


5pl3 


184 


5pl3 


186 


12q 


187 


10 


188 


3 


189 


2 


190 


22 


191 


7 


192 


19 




193 


14 


194 


llq22 


195 


llq22 j 


196 


llq22 


197 


15 


198 


| 4 


199 


4q28-q32 


200 


6p21.1-22.2. 


201 


12 


202 


2p24 


203 


2p24 


204 


1 


205 


14 


206 


18 


207 


20 


208 


19 


209 


1 


210 


4 


211 


1 


212 


4 


213 


3 


214 


3 


215 


9 


216 


1 


217 


11 


218 


7q 


219 


7q 


220 


17 


221 


5 


222 


15 


223 


10 


224 


8 


225 


8 


226 


8 


227 


9 


228 


8 
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TABLE 6 



SEO ID ( 


GENOMIC LOCATION 


??P 


18 


230 


7pter-p22 1 


231 


7 _ 1 


232 


17 


233 


17 1 


234 


17 1 


235 


10 1 


236 


Ip34,l-lp35. 1 


237 


4pl6-pl5 1 


238 


4pl6-pl5 


239 


4pl6-pl5 | 


240 


4pl6-pl5 1 


241 


4pl6-pl5 1 


242 


20 1 


243 


6pl2.3-21.2 


244 


2 I 


245 


6p21.2-22.1 1 


246 


19ql3.4 


247 


llql3.3 


248 


* 1 


249 


18 I 


251 


3 1 


252 


11 1 


253 


11 1 


254 


1Q 1 


255 


6 1 


256 


2 1 


257 


Xp22 1 


9<?R 


Xp22 1 


259 


20ql2-13.1 1 


260 


20ql2-13.1 1 


261 


20ql2-13.1 I 


969. 


20ql2-13.1 | 


9<tt 


16 1 


264 


4 1 


265 


11 1 


266 


9q34.2-34.3 1 


267 


9.0 I 


268 


19, 1 


269 


7 1 


270 


9 1 


271 


9.0 1 


272 


14 I 


273 


9p34.1-35.1 I 


274 


17 I 


275 


10 j 


276 


10 1 


277 


10 1 


278 


10 I 


279 


lp36.1 1-36.31 i 


281 


11 1 


282 


_ 3p21.3 1 


283 


14 


284 


1 


285 


1 1 
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TABLE 6 



sf.o m 


GENOMIC LOCATION 


286 


11 | 


287 


22ql2.3-13.2. 


288 


11 I 


289 


17q2L3 1 


290 


2 1 


291 


lp22.2-31.1 1 


292 


Ip22.2-3U 1 


293 


19 1 


294 


Xq23 1 


295 


Xq23 1 


296 


10q25.3-q26.2 _ 1 


297 


I 1 


298 


20ql2-13.2 1 


299 


6 1 


300 


2 1 


301 


2 . 1 


302 


12q24.1 I 


303 ~1 


20qll.21-13.13 1 


304 


8 1 


305 J 


1 1 


306 


12 <l | 


307 


18ql2-q21 


308 


14 1 


309 


5 1 


310 


2 1 


311 


2q32.1-q36.3 1 


312 


12pl3.32 1 


313 


5 1 


314 


13 1 


315 


22ql3.1 1 


316 


18 1 


317 


11 1 


318 


11 I 


319 


3 1 


320 


2 1 


321 


4q27 I 


322 


11 1 


323 


11 1 


324 


Xql2.1-13. 1 


325 


8 1 


326 


22. 1 


328 


3 1 


329 


9 1 


330 


9 


331 


5 


332 


22ql3.31-13.33 


333 


22ql3.31-13.33 


334 


10 


335 


3 


336 


15 


337 


5 


338 


5 _ 


339 


3P 


340 


3 


341 


3 
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SEO ID 


jENOMIC location 


342 


5 


343 


12 


344 


14 


345 


14 


346 


3 


347 


16 


348 


4 


349 


6q24.3-25.3 


350 


5 


351 


1 


352 


9q31.l-31.3 


353 


2 


354 


16 


355 


6 


356 


5ql3 


357 


17 


359 


6 


360 


19 


361 


5 


362 


Ilql4.3-q21 


363 


12q 


364 


22ql3.31-13.33 


365 




366 


2 


367 


2 


368 


22qll.l-qll.2 


369 


16 


370 


17 


371 


11 


372 


20 


373 


20 


374 


7.0 


375 


20 


376 


15ql3-ql4 


377 


1 


378 


16pl3.3 


379 


70 


380 


3 


381 


Ip32-p31 


382 


q42.2-43 


383 


X 


384 


15 


385 


16 


386 


8 


387 


3p25-p24 


388 


11 


389 


7 


390 


7 


391 


2 


392 


77 


393 


22 


394 


12 


395 


12 


396 


12 


397 


12 
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GENOMIC LOCATION 


398 


12 


399 


14 


400 


2 


401 


3 


402 


1 


A AO 

403 


19ql3.4 I 


404 


19ql3.4 


405 


17al2-a21 j 


406 


17al2-a21 


407 


17ql2-q21 


408 


10 


409 


10 


410 


12pl3.3 


411 


Xal3 2-21.1 


412 


12pl3 


413 


12pl3 


414 


19 


415 


7q22 


At £ 

416 


19 


417 


8 


418 


g 


419 


18 


420 


7 


421 


lq25. 1-31.3 


422 


g 


423 


11 


424 


11 


A^C 

425 


16 


A^C 


19pl3.3 


42/ 


11 


428 


2 


429 


7 




8 


A1 1 

431 


4 


432 


4 


433 


19 j 


434 


19 


j| 1 c 

435 


5 


436 


14 


437 


3 


A 1 O 

438 


22ql3 


439 


20oll 22-12.2 


440 


2 


441 


2 


442 


4 


443 


1 


444 


1 


445 


8 


446 


8 


447 


7pll.2-qll.2 


448 


8 


440 


19 


450 


6 


451 


7q22-q31.1 


452 


19 
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j SEO ID i 


3ENOMIC LOCATION 




*q22-q24 


454 


17 






456 


1 


457 


1 


4S8 


1Q 


459 


7q33-q35 


460 


7q33-q35 


461 


14 


462 




463 


2 


464 


17 


465 


17 


466 - 


19 


467 


19. 


468 


Ilq22 


469 


11 


470 


10cen-q26.11 


471 


22ql2-13. 


472 


20ql3.33 


473 


1 


474 


1 


475 


17 


476 


18 


477 


3 


478 


12 


47Q 


16 


480 


5 


481 


2 


482 


2q33-q34 


483 


10 


484 


4 


485 


12pl2.3-13.2 


486 


3 


487 


3 


488 


19 


489 


19 


4Q0 


19 


4Q1 


10pl2 


492 


17 


493 


10 


494 


12 


495 


18 


4Q6 


13 


497 


1 n 
1U 


498 


16 


[499 


22ql2.2 


snn 


X 


501 


3 


502 


15 


503 


3 


504 


19 


505 


19 


506 


19 


1 507 


5 
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GENOMIC LOCATION 


508 


7q21.2-q31.1 I 


509 


2 1 


510 


2pl3 


511 


Ip21-pl3 1 


512 


7 1 


513 


11 1 


514 


1K I 


515 


9 I 


516 


18 1 


517 


10 | 


518 


5 1 


519 


10 1 


520 


21q22.3 1 


521 


7 1 


522 1 


3p21.1-pl4.2 1 


523 


lq21 1 


525 


lq25.1-31.1 


526 


7g35 1 


527 


9 | 


528 


1 1 


529 


5q32 1 


530 


1Q I 


531 


2 I 


532 


18 


533 


1 I 


534 


22 I 


535 


13 | 


536 


X I 


537 


4q21-q25 1 


538 


Iq23-q25.1 1 


539 


18 


540 


22ql2 1 


541 


3p24 1 


542 


19pl3.1 1 


543 


2 1 


544 


14 | 


545 


6p21.1-21.3 I 


546 


12 1 


547 


22ql2-13. 1 


548 


22ql2-13. I 


549 


22ql2-13. 1 


550 


17 I 


551 


14 1 


552 


15 1 


553 


15 1 


554 


1 1 


555 


lq23.2-24.3 1 


556 


15q21.1 


557 


3 


558 


12q24.1 


559 


17 


560 


19 


561 


19 


562 


9 


563 


5 
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GENOMIC LOCATION 




564 


7 




565 


2 




566 


11 




567 


5 




568 


5 




569 


1 




570 


3 




571 


14q24.3 


572 


Ilq22.3-q23.1 I 


573 


Ilq22.3-q23.1 1 


574 


17 j 


575 


4 


576 


12q 


577 


13ql4.2-14.3 


578 


3 1 


579 


10 1 


580 


15 1 


581 


10 1 


582 


10 1 


583 


6 1 


584 


11 1 


585 


X 1 


586 


17 | 


587 


7 1 


588 


3 




589 


2 




590 


8 1 


591 


20 1 


592 


17 | 


593 


17 j 


594 


5 I 


595 


1 | 


596 


16 1 


597 


7 1 


598 


7 1 


599 


7 1 


600 


17 I 


601 


2 1 


602 


0 1 


603 


7 1 


604 


19 1 


605 


16q22 1 


606 


17 


607 


79 I 


608 


11a I 


609 


11a J 


610 




611 


20 1 


612 


2 1 


613 


6 1 


614 


1 


615 


15 1 


*16 


22ql3.32 1 


617 


11 1 


618 


11 1 
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seo n> ( 


GENOMIC LOCATION 




1* 


620 


15q21.3 


6?1 


15q21.3 


622 


14 


623 


Ug 


624 


3 


625 


3 


626 


2o22-2p21 


627 


7 


628 


1 


629 


06 


630 


X 


631 




632 


* 


633 


17q25.2-q25.3 


634 


16 


635 


13 


636 


13 


637 


1 


638 


10 


639 


19 


640 


9 


641 


19ql3.2 


642 


19ql3.2 


643 


lp36.1 


644 


1Q 


■ 645 


1 


• 646 


Xq23 


6AQ 


2q35 


650 


17 


651 


7 


652 


lq21 


653 


4 


654 


14 


6SS 


2 


656 


Ip36.2-p35 


6V7 


2 


658 


16 


659 


3 


660 


6 


661 


10 


662 


10 


663 


16 


664 


3 


665 


3 


666 


17 


667 


12 


668 


16pll.2 


669 


11 


670 


17 


671 


2 


672 


12pl3.3 


673 


12pl3.3 


674 


5 


675 


2 
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GENOMIC LOCATION 


676 


6d21.2-21.31 


fni 


19 


678 


19 


679 


19 


680 


3 


681 


2ql4 


6R9. 


12 


683 


7 
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SEQ 
ED 


(Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletion,=possibie nucleotide 
insertion) 


1967 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLPDHAMLQAHRAHQLAIDTY 
QEFEETYIPKDQKYSFLHDSQTSFCFSDSIPTPSNME 
ETQQKSNLELLRISLLLIESWLEPVRILMSIVPN 


1968 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYIPKDQKYSFLHDSQTSFCFSDSI PTPSNME 
ETQQKSNLELLRI SLLLI E S WLE PVRI LMS I VPN 1 


1969 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALIjC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYI PKDQKYSFLHDSQTSFCFSDS I PTPSNME 
ETQQKSNLELLRISLLLIESWLEPVRILMSIVPN 


1970 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYIPKDQKYSFLHDSQTSFCFSDSI PTPSNME 
ETQQKSNLELLRI SLLLIESWLEPVRILMSIVPN 


1971 


A 


1764 


403 


KAAKKALCWLE P PQCAGLBGLGWVWS CS VS TGPRMQA 
LVLLLCIGALLGHSSCQNPASPPEEGSPDPDSTGALV 
EEEDPFFKVPVNKLAAAVSNFGYDLYRVRSSMSPTTN 
VLLSPLSVATALSALSLGAEQRTES I IHRALYYDLI S 
- S PDIHGTYKELLDTVTAPQKNLKS ASRI VFEKKLRI K 
S S FVAPLEKS YGTRPRVLTGNPRLDLQE INNWVQAQM 
KGKLARSTKE I PDEI S ILLLG\VAHFKGQ\WETKFDS 
RKTSLEDFYLDEERTVRVPMMSDPKAVLRYGLDSDLS 
CKI AQLPLTGSMS 1 1 FFLPLKVTQNLTLI EESLTSEF 
IHDIDRELKTVQAVLTVPKLKLSYEGEVTKSLQEMKL 
QSLFDSPDFSKITGKPI KLTQVEHRAGFEWNEDGAGT 
TPS PGLQPAHLTFPLDYHLNQPFI FVLRDTDTGALLF 
IGKILDPRGP 


1972 


A 


3 


147 


QPLNHYFICSSHNTYLVGDQLCGQSSVEGYIRCSGGR 
EGVQLMRGTM 


1973 


A 


2 


2117 


FWAASGGCWFVLGERRAGSLLSASYGTFAMPGMVLF 
GRRWAI ASDDLVF PGFFELWRVLWWI GI LTLYLMHR 
GKLDCAGGALLSSYLIVLMILLAWICTVSAIMCVSM 
RGTI CNPGPRKSMSKLLYIRLALFFPEMVWASLGAAW 
VADGVQCDRTWNGI I ATWVSWI I IAATWSI 1 1 VF 
DPLGGKMAPYS SAGPSHLDSHDSSQLLNGLKTAATSV 
WETRIKLLCCCIGKDDHTRVAFSSTAELFSTYFSDTD 
LVPSD I AAGLALLHQQQDNIRNNQE PAQWCHAPGS S 
QEADLDAELKNCHHYMQFAAAAYGWPLYIYRNPLTGL 
CRIGGDCCRSKNPQTMT/MVGGDQLQL/ CTSAPILHT 
HRAAVQGLHPRQLPWTRFTELPFLVALDHRKESWYA 
VRGTMSLQDVLTDLSAESEVLDVECEVQDRLAHKGIS 
QAARYVYQRLINDGILSQAFS I APEYRLVIVGHSLGG 
GAAALLATMVRAAYPQVRCYAFSPPRGLWSKALQEYS 
QSFI VSLVLGKDVI PRLSVTNLEDLKRRILRWAHCN 
KPKYKILLHGLWYELFGGNPNNLPTELDGGDQEVLTQ 
PLLGEQSLLTRWS PAYS FS SDS PLDSS PKYPPLYPPG 
RI IHLQEEGASGRFGCCSAAHYSAKWSHEAEFSKILI 
GPKMLTDHM PDI IiMRALDS WSDRAACVS C PAQGVS S 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 


Predicted 
ending 
nucleotide 
location of 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 






first amino 
acid residue 
of peptide 
sequence 


last amino 
acid 

residue of 

peptide 

sequence 












vdva 


1974 


A 


62 


616 


EVHQGTEVRDSEVRRRPQARGPLMPAERAGRQRWLVP 
ALQPRRGGLRR*RGAVRQHGAHPHGLLLQDQKI PALP 
GRKQAGSLHAPGTEGE PDHGGDPVLDAGIQHHRQQRH 
PTADHLNPGEHRRGEAHVRAAV* PAAGAEGAAKERRA 
HQ ANTALQ VHRR * LGS FAELRLLRKPGRTS VWPS PM | 


1975 


A 


337 


440 


PLALCLAPAASLHELCAAKVS EVLHNRVHRTEEV 


1976 


A 


1454 


1101 


AFYNANSCLNVFCFCFCFWRQSRCISQAGVQWCDLSS 
LQPPLPRFKRFS YLSLPSSWDYRHAPPCPANFCI \LV 
ETGLCHIGHACLELLTSGDPPALASQSAGITGMSHST 
QPCIAVS 


1977 


A 


2 


1454 


DD FVGVLS ATAQVCTMAARLVSRCGAVRAAPHS GPL / 
AVLAQVVRR\ STDTVYDVVVSGGGLVGAAMACALGYD 
IHFHDKKILLLEAGPKKVLEKLSETYSNRVSSISPGS 
ATLLSS FGAWDHI CNMRYRAFRRMQWDACSEALIMF 
DKDNLDDMGYI L\ENDV\ IMHAFTKQLEAVSDRVTVL 
YRSKAIRYTWPCPFPMADSSPWVHITLGDGSTFQTKL 
LIGADGHNSGVRQAVGI QNVSWNYDQSAWATLHLSE 
ATENNVAWQRFLPSGPIALLPLSDTLSSLWSTSHEH 
AAELVSMDEEKFVDAVNS AFWSDADHTDFI DTAGAML 
QYAVSLLKPTKVSARQLP PS VARVDAKSRVLFPLGLG 
HAAEYVRPRVAL IGDAAHRVHPLAGQGVNMGFGD I S S 
LAHHLSTAAFNGKDLGSMSHLTGYETERQRHNTALLA 
ATDLLKRLYSTS AS PLVLLRTWGLQATNAVS PLKEQI 
MAFASK 


1978 


A 


3692 


3395 


LKDSLLRFFFFEMESCSVTRLECSGVISAHRNLRLPG 
SSNS PTSASQVAGTTGMHPHTQLI FVFSAETGFPHAG 
ODGLDLL/NLVI SPPWPPKVLGLQA 


1979 


A 


65 


265 


SALLGLPSSWDYRRPPPRPANFLYF* *RRGFTVLARM 
VSIC*PRDPPASASRSAGISGVSRGRPPS 


1980 


A 


751 


176 


LPGADYGGGHLSLRLFHLLLTSAAWVPDESQVTLNSA 
IC\faSTVLIMEFPDLGKHCSEKTCKQLDFLPVKCDAC 
KQDFCKDHFPYAAHKCPFAFQKDVHVPVCPLCNTPIP 
VKKGQI PDVWGDHIDRDCDSHPGKKKEKI FTYRCSK 
EGCKKKEMLQMVCAQCHGNFCIQHRHPLDHSCRHGSR 
PTIKAG 


1981 


A 


250 


118 


DSLTRLPALCSLQLGRKVETITI I YDCEGLGLKHLWK 
PAVEAYG 


1982 


A 


235 


1157 


SIQEKCFDSSCGRNSLLSFSLSYKESHKTFIFYCWVY 
RLCIWI\TAIWQYESLKSRVQSYFDGIKADWLDSIRP 
QKEGDFRKE INKWWNNLSDGQRTVTGI I AANVLVFCL 
WRVPSLQRTMIRYFTSNPASKVLCSPMLLSTFSHFSL 
FHMAANMYVLWSFSSSIVNILGQEQFMAVYLSAGVIS 
NFVS YLGKVATGRYGPSLGASGAIMTVLAAVCTKI PE 
GRLAIIFLPMFTFTAGNALKAIIAMDTACMLGWKFF 
DHAAHLGGALFGIWYVTYGHELIWKNREPLVKIWHEI 
RTNGPKKGGGSK 


1983 


A 


289 


392 


RAFAEAMRGYHGDRGSHPRPARFADQQHMDVGPA 


1984 


A 


98 


1474 


MAWASRLGLLLALLLPVVGAS TPGTVVRLNKAALS YV 
SEIGKAPLQRALQVTVPHFLDWSGEALQPTRIRILNV 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HVPRLHLKFIAGFGVRLLAAANFTFKVFRAPEPLELT 

LPVELLADTRVTQSSIRTPWSISACSLFSGHANEFD 

GSNSTSHALLVLVQKHIKAVLSNKLCLSI SNLVQGVN 

VHLGTLIGLNPVGPESQIRYSMVSVPTVTSDYISLEV 

NAVLFLLGKPI ILPTDATPFVLPRHVGTEGSMATVGL 

SQQLFDSALLLLQKAGALNLDITGQLRSDDNLLNTSA 

LGRLI PEVARQF PE PM PWLKVRLGAT PVAMLHTNNA 

TLRLQPFVEVLATASNSAFQSLFSLDVWNLRLQIjSV 

S KVKLQGTT S VLGDVQLTVAS SNVGF I DTDQVRTLMG 

TVFEKPLLDHLNALLAMGIALPGVVNLHYY 

EGYWISSGLFYQS* 


1985 


A 


541 


176 


GPHTSNRPRXRHCTXGPSTXXTXAGSGYS PAHGRAWG 
APCXSW*RSPGPRGGRESGTCRPAAAPAPAPAGGCRA 
GTGAWPPGSATSPRC* SPAAPRGAGPQPGSGGSHGGT 
ARMCACKLAAS 


1986 


A 


2390 


1943 


AGRRLTQAGTLLGTALAFGTRLLVSSDMKSWSTVLAV 
MGKAFSEAAFTTAYLFTSELYPTVLRQTGMGLTALVG 
RLGGSLAPLAALLDGVWLSLPKLTYGGIALLAAGTAL 
LLPETRQAQLPETIQDVERKSAPTSLQEEEMPMKQVQ 
N 


1987 


A 


1 


555 


KKVGNYYTT P I YRFRMKCHLC VNY I EMQTD PAN CD YV 
IVSGAQRKEERWDMADNEQVLTTGERHPLTCLGAL/D 
PESALGPPKPSRALIVAEHEKKQKLETDAMFRLEHGE 
ADRSTLKKALPTLSHIQEAQSAWKDDFALNSMLRRRF 
RVRGAPARGQRGCMVDQGPGPALPPPHPSFEQATCTF 


1988 


A 


2867 


847 


GLPGI PGLPGFPGVAGPPGI TGFPGFIGSRGDKGAPG 
RAGLYGE I GATGDFGDI GDT INLPGRPGLKGERGTTG 
I PGLKGFFGEKGTEGD IGF PGI TGVTGVQGPPGLKGQ 
TGFPGLTGPPGSQGELGRIGLPGGKGDDGWPGAPGLP 
GFPGLRGIRGLHGLPGTKGFPGSPGSDIHGDPGFPGP 
PGERGDPGEANTLPGPVGVPGQKGDQGAPGERGPPGS 
PGLQGFPGI TPPSNI SGAPGDKGAPGI FGLKGYRGPP 
GPPGSAALPGSKGDTGNPGAPGTPGTKGWAGDSGPQG 
RPGVFGLPGEKGPRGEQGFMGNTGPTGAVGDRGPKGP 
KGDPGF PGAPGTVGAPGI AGI PQKIAVQPGTVGPQGR 
RGPPGAPGEMGPQGP PGE PGFRGAPGKAGPQGRGGVS 
AVPGFRGDEGP I GHQGP I GQEGAPGRPGS PGLPGMPG 
RS VS I GYLLVKHSQTDQE PMC PVGMNKLWSGYS LLYF 
EGQEKAHNQDLGIiAGSCLARFSTMPFLYCNPGDVCYY 
ASRNDKSYWLSTTAPLPMMPVAEDEI KPYISRCSVCE 
APAI AIAVHSQDVSI PHCPAGWRSLWIGYSFLMHTAA 
GDEGGGQSLVSPGSCLEDFRATPFIECNGGRGTCHYY 
ANKYSFWLTTIPEQSFQGSPSADTLKAGLIRTHISRC 
QVCMKNL 


1989 


A 


1 


777 


LIYNEDMICWIESRESSNQLKCIQITKAGGLTDEWTI 
NILQSFHNVQQMAI DWLTRNLYFVDHVGDRI FVCNSN 
GSVCVTLIDLEIiHNPKAIAVDPIAGKLFFTDYGNVAK 
VERCDMDGMNRTRI IDSKTEQPAALALDLVNKLVYWV 
DLYLDYVGWD YQGKNRHAVI QGRQVRHLYGI TVFED 
YLYATMSDSYNIVRISRFNGTDIHSLIKIENAWGIRI 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
possible nucleotide deletion,=possible nucleotide 
insertion) 










YQKRTQPTVRSHACEVDPYGMPGGCSHI CLLS S SYTK 


1990 


A 


1 


777 


LIYNEDMICWIESRESSNQLKCIQITKAGGLTDEWTI 
NILQSFHNVQQMAIDWLTRNLYFVDHVGDRIFVCNSN 
GSVCVTLIDLELHNPKAIAVDPIAGKLFFTDYGNVAK 
VERCDMDGMNRTRI I DS KTEQ PAALALDLVNKLVYWV 
DLYLD YVGWD YQGKNRHAVI QGRQVRHLYGI TVFED 
YLYATNSDSYNIVRI SRFNGTDIHSLIKIENAWGIRI 
YQKRTQPTVRSHACEVDPYGMPGGCSHI CLLSS S YTK 


1991 


A 


1620 


1214 


LPFLSFFLSFFLFFLRWSFALIAQAGVQWCNFGSPQP 
PPPGFKRFSCLSLLSSWDYRHTPPCLANSVFLVDTGF 
LHVGQAGLELPTSGDPPTSASQSAGITSVSHCAQPVT 
AISKEEREQAEGPDSQGTGSSAGQ 


1992 


A 


1 


660 


GFHPNTTHYRARAAARAGAGS FVGEVSAVDKDFGPNG 
EVRYSFEMVQPDFELHAISGEITNTHQFDRESLMRRR 
GTAVFS FTVI ATDQGI PQPLKDQATVHVYMKD INDNA 
PKFLKDF YQ AT I SE SAANLTQVLRVS ASDVDEGNNGL 
IHYSI IKGNEERQFAIDSTSGQVTLIGKLDYEATPAY 
SLVIQAVDSGTIPLNSTCTLNIDILDENDNTPFFP 


1993 


A 


1 


660 


GFHPNTTHYRARAAARAGAGS FVGEVSAVDKDFGPNG 
EVRYS FEMVQ PDFELHAI SGE I TNTHQFDRE S IjMRRR 
GTAVFS FTVI ATDQGI PQPLKDQATVHVYMKD INDNA 
PKFLKDF YQAT I SESAANLTQVLRVSASDVDEGNNGL 
IHYSI IKGNEERQFAIDSTSGQVTLIGKLDYEATPAY 
SLVIQAVDSGTIPLNSTCTLNIDILDENDNTPFFP 


1994 


A 


2 


271 


GS VALHVEKLPNE PNRLLI LHGFLDENVHFFHTNFLV 
SQLI RAGKPYQLQVALP PVS PQ I YPNERHS I RC PE SG 
EHYEVTLLHFLQEYL 


1995 


A 


289 


418 


LWTLYRHKQQVQHNHSNRLSCRPSQEDRATHTIMVLD 
KENTLS 


1996 


A 


3 


673 


RNFRVDDFVAELKLKQVRWTPAAP* S KETTQGLRRLH 
VNGRCEPKGLDPEMGRRSSDTEEESRSKRKKKHRRRS 
S S S S SSDSRTYSRKKGGRKSRSKSRS WSRDLQPRSHS 
YDRRRRHRS S S S S S YGSRRKRSRSRSRGRGKS YRVQR 
SRSKSRTRRSRSRPRLRSHSRSSERSSHRRTRSRSRD 
RERRKGRDKEKREKEKDKGKDKELHNI KRGE SGN I KA 
GLE/HS ATS * TGQSQTTAGS * SCCKS * * SIESQRKK* 
GRSKE /QERRKTKPPW*NK* KE* KFGGRRRRPDLKKR 
LRDCGACTSTGGVS PKVWTQKWDVGHQILKKKAEARE 
KRNTVDGPPRAVLQIVEHTAERKEEGNQDQSQDLGPE 
I FSLVHILMIEDAGIDQAVALLMAPEGNEVEWQGVE 
GNP I EFRGLGQKAEQEGPGQDLVS VLI WAVKGPVTE 
ERWGLGIENDVRAEIKRKEKRRRIKGRTRNYITSNV 
GNLETSKLD 


1997 


A 


279 


762 


VGNFQRQLAEAKEDNCKVTIMLENVLASHSKMQGALE 
KVQI ELGRRDSE I AGLKKERDLNQQRVQKLEAEVDQW 
QARMLVMEDQHNSEIESLQKALGVAREDNRKLAMSLE 
QALQTNNHLQTKLDHIQEQLESKELERQNLETFKDRM 
TEESKVEAELHAE 


1998 


A 


3 


1434 


PPNMDNSMGTEEITVLKGSSTSMACITDGTPAPSMAW 
LRDGQPLGLDAHLTVSTHGMVLQLLKAETEDSGKYTC 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










IASNEAGEVSKHFILKVLVPPSFQKXjWEIGNMLDTGR 
NGEAKDVI INNPI SLYCETNAAPPPTLTWYKDGHPLT 
S SDKVLI LPGGRVLQI PRAKVEDAGRYTCVAVNEAGE 
DSLQYDVRVLVPPI I KGANSDLPEEVTVLVNKSALIE 
CLSSGSPAPRNSWQKDGQPLLEDDHHKFLSNGRILQI 
LNTQITDIGRYVCVAENTAGSAKKYFNLNVHVPPSVI 
GPKSENLTVWNNFI SLTCEVSGFPPPDLSWLKNEQP 
I PLNTNTLI APGGRTLQ I IRAKVSDGGEYTCIAINQA 
GESKKKFSLTVYVPPSIKDHDSESLSVVNVREGTSVS 
LECESNAVPPPVITWYKNGRMITESTHVEILADGQML 
HI KKAEVSDTGQYVCRAINVAGRDDKNFHLNVY 


1999 


A 


2 


1333 


RSGEGFHVNSS * TWVSRS * EMDETPGSEVPGDKAAEE 
QGDDQDS E KS KPAGSDGERRGVKRQRDEKDEHGRAYY 
EFREEAYHSRSKSPLPPEEEAKDEEEDQTLVNLDTYT 
SDLHFQVSKDRYGGQPLFSEKFPTLWSGARSTYGVTK 
GKVCFEAKVTQNLPMKEGCTEVSLLRVGWSVDFSRPQ 
LGEDE FS YGFDGRGLKAENGQFEE FGQTFGENDVI GC 
FANFETEEVELSFSKNGEDLGVAFWISKDSLADRALL 
PHVLCKNCWELNFGQKEE PFF PP PEEFVF I HAVPVE 
ERVRTAVPPKTI EECEVI LMVGLPGSGKTQWALKYAK 
ENPEKRYNVLGAETVLNQMRMKGLEEPEMDPKSRDLL 
VQQASQCLSKLVQIASRTKRNFILDQCNVYNSGQRRK 
LLLFKTFSRKVVVVVPNEDDWKKRLELRKEVEGRVFP 


2000 


A 


1 


1060 


1 1 FLFF * PYLQSVI FLFVIRGLEMKYGNE IMNKDPVF 
RI S PRSRETHPN PEE PEE EDEDVQAERVQAANALTAP 
NLEEEPVITASCLHKEYYETKKSCFSTRKKKIAIRNV 
SFCVKKGEVLGLLGHNGAGKSTSI KMITGCTVPTAGV 
WLQGNRAS VRQQRDNSLK/ FLGYCPQENSLWPKLTM 
KEHLELYAAVKGLGKDAALS IS* LVEALKLQEQLKAP 
VKTLSEGIKRKLCFVLSILGNPSVVLLDELFTGMDPE 
GQQQMWQILQATIKNQERGALLTTHYMSEAKSLCDRV 
AIMVSGTLRC I G S I QQL/ KKFGKDYLLE I KMKE PTQV 
EALHTEILKLFPQAAWQERYSSL 


2001 


A 


1 


2543 


TISSSPKWRLSGWRAPCCWGFEWAGGPGDPFPAAEA 
LEDESGTLLRSGGGAGEQWQQGLRWRPRSGMCESYSR 
SLLRVS VAQ I CQALGWDS VQLS ACHLLTDVLQRYLQQ 
LGRGCHRYSELYGRTDPILDDVGEAFQLMGVSLHELE 
DYIHNIEPVTFPHQI PSFPVSKNNVLQFPQPGSKDAE 
ERKEYIPDYLPPIVSSQEEEEEEQVPTDGGTSAEAMQ 
VPLEEDDELEEEEIINDENFLGKRPLDSPEAEELPAM 
KRPRLLS TKGDTLDWLLE ARE PLS S INTQKI PPMLS 
PVHVQDSTDLAPPSPEPPMLAPVAKSQMPTAKPLETK 
S FTPKTKTKTS S PGQKTKS PKTAQS PAMVGS P I RS PK 
TVSKEKKSPGRSKSPKSPKSPKVTTHIPQTPVRPETP 
NRTPSATLSEKISKETIQVKQIQTPPDAGKLNSENQP 
KKAWADKTIEAS IDAVIARACAEREPDPFEFSSGSE 
SEGDIFTSPKRISGPECTTPKASTSANSFTKSGSTPL 
PLSGGTSSSDNSWTMDAS IDEWRKAKLGTPSNMPPN 
FPYISSPSVSPPTPEPLHKVYEEKTKLPSSVEVKKKL 
KKELKTKMKICKEKQRDREREKDI<NKDKSKEKDICVKEK 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion^ossible nucleotide 
insertion) 










EKDKETGRETKYPWKEFLKEEEADPYKFKIKEFEDVD 
PKVKLKDGLVRKEKEKHKDKKKDREKGKKDKDKREKE 
KVKDKGREDKMKAPAPPLVLPPKELALPLFSPATASR 
VPAMLPSLLPVLPEKLFBEKEKPKEKEKKKDKKBKKK 
KKEKEKEKKEKEREKEKREREKREKEKEKHKHEKIKV 
E PVALAPS PVI PRLTLRVGAGPDKI RRRRAGAH 


2002 


A 


2 


1736 


QNENSVDKWGKPLVI DKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLE PLLQGN I T S CFCMTE PDVAS SDAT 
NIECSIQRDEDSYVTNGKKWWSSGAGNPKCKIAIVLG 
RTnNTSTjSR* IiNNSD* ETCVGMSQSS S YLGNLLKIHC 
LDSQI IM* DMRVNVI YLYFTSI F* QVFLENI IGS I AE 
HS S LWNFQ Y * KVLLNYQS CLD * 1 1 RQI FSDLCNEVI R 
CLDQRQ* S*NV*LYI * VPSYHC* AVRSFNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHSSHSSHHCLHDYMKTSK 
RQLGFCLLSVLFFFLANFF*YNFSFD*\HKQHSMILV 
PMNTPGVKI IRPLSVFGYTDNFHGGHFEIHFNQVRVP 
ATNLI LGEGRGFEI SQGRLGPGRIHHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK 
I RLLTLKAAHSMDTLGSAGAKKE I AMI KVAAPRAVS K 
I VDWAI QVCGGAGVSQD YPIiANMYAI TRVLRLADG PD 
EVHLSAIATMELRDQAKRLTAKI 


2003 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSLALPLLLSWVAGGF 
GNAASARHHGLLASARQPGVCHYGTKLACCYGWRRNS 
KGVCEATCE PGCKFGECVGPNKCRCF PGYTGKTCSQD 
VNECC^KPRPCQHRCVNTHGSYKCFCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 
GRDCLDIDECASGKVICPYNRRCVNTFGSYYCKCHIG 
FELQYI SGRYDCIDINECTMDSHTC SHHANCFNTQGS 
FKCKCKQGYKGNGLRC S AI PENS VKEVLRAPGT I KDR 
I KKLLAHKNSMKKKAKI KNVTPEPTRTPTPKVNLQPF 
NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLNI S VDCSFNHG\ I CDW\ KQDR\EDDF 
DW\NPADR\ DNAI \GFY\MAVPGLWQGHK\ KDI GRLK 
LLLPDLQPQSNFCLLFDYRLAGDKVGKLRVFVKNSNN 
ALAWEKTTS EDE KWKTGKI QL YQGTDATKS 1 1 FEAER 
GKGKTGEIAVDGVLLVSGLCPDSLLSVDD 


2004 


A 


2 


469 


KGTKNGQFNYPWDVAVNSEGKILVSDTRNHRIQLFGP 
DGVFLNKYGFEGALWKHFDS PRGVAFNHEGHLWTDF 
NNHRLLVIHPDCQSARFLGSEGTGNGQFLRPQGVAVD 
QEGRI IVADSRNHRVQMFESNGSFLCKFGAQGSGFGQ 
MDRPSGIA 


2005 


A 


4135 


639 


QCGPEAASAGSCSAETPSPPPRAPGRGPIMFSRKKRE 
LMKTPSISKKNRAGSPSPQPSGELPRKDGADAVFPGP 
SLEPPAGSSGVKATGTLKRPTSLSRHASAAGFPLSGA 
ASWTLGRSHRSPLTAASPGELPTEGAGPDWEDISHL 
IiADVARFAEGLEKLKECVLHDDLLEARRPRAHECLGE 
ALRVMHQI I SKYPLLNTVETLTAAGTLI AKVKAFHYE 
SNNDLEKQEFEKALETIAVAFSSTVSEFLMGEVDSST 
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604 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide de!etion 5 =possible nucleotide 
insertion) 










LLAVPPGDSSQSMESLYGPGSEGTPPSLEDCDAGCLP 
AEEVDVLLQRCEGGVDAALLYAKNMAKYMKDLI SYLE 
KRTTLEMEFAKGLQKIAHNCRQSVMQEPHMPLLSIYS 
LALEQDLEFGHSMVQAVGTLQTQTFMQPLTLRRLEHE 
KRRKE I KEAWHRAQRKLQEAE SNLRKAKQGYVQRCED 
HDKARFLVAKAEEEQAGSAPGAGSTATKTLDKRRRLE 
EEAKNKAEEAMATYRTCVADAKTQKQELEDTKVTALR 
QIQEVIRQSDQTIKSATI S YYQMMHMQTAPLPVHFQM 
LCES S KLYD PGQQYASHVRQLQRDQE PDVHYDFE PHV 
SANAWS PVMRARKS S FNVSDVARPEAAGS P PEEGGCT 
EGTPAKDHRAGRGHQVHKSWPLS I SDSDSGLDPGPGA 
GDFKKFERTSSSGTMSSTEELVDPDGGAGASAFEQAD 
LNGMTPEIiPVAVPSGPFRHEGLSKAARTHRLR\ KLRT 
PAKCRBCNSxVYrQGAiiCEBLLJjALH 
GHKKLQGRLQLFGQDFSHAARSAPDGVPFIVKKCVCE 
IERRALRTKGIYRVNGVKTRVEKLCQAFENGKELVEL 
SQAS PHDI SNVLKLYLRQLPE PLI S FRLYHELVGLAK 
DS LKAEAEAKAASRGRQDGSE SEAVAVALAGRLRELL 
RDLPPENRASLQYLLRHLRRIVEVEQDNKMTPGNLGI 

TOPDTT.T T3D'DDT l l?a r n7CT.GGT.TmVDWn2iO'\7T WTT.T^TH 
VP VjFIijJjKirKJrlJfiAJ. VoijObJu VL»I FnyAKV JLiSliiX vri 

YGLVFEEEPEETPGGQDES SNQRAEWVQVPYLEAGE 
AWYPLQEAAADGCRESRWSNDSDSDLEEASELLSS 
SEASALGHLSFLEQQQSEASLEVASGSHSGSEEQLEA 
tap cnPTvmpnr 1 d n nrvr .en TTMTKrnQivrKnrr .ojv pt . ppmp 

lAKJiLMaiAjL'xiiJvjFiiyyiJOkjrlN llviyolMiM V Li\^Jt\ fLic FPUs. 

LRGGRMTLGSCRERQPEFV 


2006 


A 


3 


628 


SVGALDTFIAAVYEHAVILPNRAETPVSKEEALLLMN 
KNIDVLEKAVKLAAKQGAHI IVTPEDGIYGWIFTRES 
IYPYLEDIPDPGVNWIPCRDPWRNH*NIVSLRKCLLN 
\ RFGNTPVQQRLS CLAKDNS I YWANI GDKKPCNASD 
SQCPPDGRYQYNTDWFDSQGKLLARYHKYNLFAPEI 
QFDFPKDSELVTFDTPFGKIGIIT 


2007 


A 


1375 


1453 


RTFTS * CS VSCGRGVQQRHVGCQIGTHKI ARETECNP 
YTRPESERDCQGPRCPLYTWRAEEWQEVSRATKGYLP 
GISRTOPLLSSHLFPIKPEKSPSTVTMLALSQKVHCQ 
TRAFAPTRVGELLVFKQFL 


2008 


A 


2679 


1435 


LLSTYI KF INIjF PETKAT I QGVJjRAGSQIiRNAD VELQ 
QRAVEYLTLSSVASTDVLATVLEEMPPFPERESSILA 
KLKRKKGPGAGS ALDDGRRDPS SNDINGGME PTPSTV 

Q TO Q P Q IV T\T ,T . f2T .P A Z\ P P D & A. P P 21 <? 21 ft 21 nNTT .T ATTYUHfiTJn 

PAAQPSLGPTPEEAFLSPGPEDIGPPI PEADELLNKF 
VCKNNGVLFENQLLQIGVKSEFRQNLGRMYLFYGNKT 
SVQFQNFS PTWHPGDLQTQLAVQTKRVAAQVDGGAQ 
VQQVLNIECLRDFLTPPLLSVRFRYGGAPQALTLKLP 
VTINKFFQPTEMAAQDFFQRWKQLSLPQQEAQKI FKA 
NHPMDAEVTKAKLLGFGSALLDNVDPNPENFVGAGI I 
QTKALQVGCLLRLE PNAQAQMYRLTLRTSKE PVSRHL 
CELLAQQF 


2009 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS ISCNVTGYEGPAQQNFEWFLYRPEAPDT 
ALGIVSTKDTQFSYAVFKSRWAGEVQVQRLQGDAW 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTS PPRMTVHEGQELALG 
CLARTSTQKHTHLAVSFGRSVPEAPVGRSTLQEVVGI 
RSDLAVEAGAPYASRLAAGELRLGKEGTDRYRMWGG 
AQAGDAGTYHCTAAB WI QDPDGS WAQI AEKRAVLAHV 
DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI S VRGGPPGLRLAASWWV 
ERPEDGELS SVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGATVLGT I TC C FMKRLRKR * 


2010 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
ALGI VSTKDTQF S YAVFKS RWAGEVQVQRLQGDAW 
LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTSPPRMTVHEGQELALG 
CLARTS TQKHTHLAVS FGRS VPEAPVGRSTLQE WGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMVVGG 
AQAGDAGTYHCTAAEWI QDPDGS WAQI AEKRAVLAHV 
DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI S VRGGPPGLRLAASWWV 
ERPEDGELS SVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGATVLGT I TC C FMKRLRKR * 


2011 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
ALGIVSTKDTQFSYAVFKSRWAGEVQVQRLQGDAW 
LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTS PPRMTVHEGQELALG 
CLARTSTQKHTHLAVS FGRS VPEAPVGRSTLQE WGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMWGG 
AQAGDAGTYHCTAAEWIQDPDGSWAQIAEKRAVLAHV 
DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI S VRGGPPGLRLAASWWV 
ERPEDGELS SVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGATVLGTITCCFMKRLRKR* 


2012 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










ALGIVSTKDTQFSYAVFKSRWA6EVQVQRLQGDAW 
LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTS PPRMTVHEGQELALG 
rT.aRT^TOlOrTHliAVSFGRSVPEAPVGRSTIjOEVVGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMWGG 
AQAGDAGTYHCTAAEWI QD PDGS WAQ I AEKRAVIAHV 
DVQTLS SQIjAVTVGPGERRI GPGE PLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPG YEGRH I AME KVAS RT YRLRLEAAR PGD AGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI SVRGGPPGLRLAASWWV 
ERPEDGELS S VPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGATVLGT I TCCFMKRLRKR * 


2013 


A 


1273 


480 


YLRLWLRHFDPRHPHGVPLPTEPSTPKSPSAGPSPHL 
LHPGTPGHPSASPPSRPPSSSTPKRPRTAGRNPKRRQ 
SSPGRPT/NPGLRKKMGPPSEG\SGGGNTPQGPASGP 
ASLLPNPC* LCRGKPLGVLRGGGRRGASVPESWPHI P 
APNAG * GHAQRDPGGAGQPKD * GGRGAPGQQATEADS 
GPAA\ GMRGPHI IQLDTPLSASRGMRNARGTFGM/ PS 
LPRGDLSPSSAGHPPASVTLPQGPHFPKGTLAPGTLP 
PALFGDQEL 


2014 


A 


853 


1553 


KKKETVSVS SREVRETSKALERPKLQE * PRGPALQSR 
ATS PROTYQRPAGWPQAE PPQ * GNRLF PAGVRGRAPG 
PHPRA* WSQPPAEDPTGRAETQLCPPAALARAQPRRQ 
IjCGPAIjPGPRRP / PTRTPT* SGRGFSKWLAPEITOGP 

APN\ pfgfsdvlfcvffkpfslfr* *knl*ktlltnq 
pepqepkgcggvwrphyvsgllptlkpcslkregprp 
alpps/spsppplcpslrsppasl/ppvilafrvpwr 
fp*ppvkiqrlspfffnfdn* /psvsfskfyfsnhpg 
qppali psrpglsgppfhtlrfetavfptfaagmavs 
cpclpiwpipqpwgpgslpqpppllmp*klgprpcwp 
epqmpssgslt/sgpnssglgigppypgsppwgq*kg 
kafilanrphhpllpgppcrdglslp/rpllsvcgsr 
tlcpspgasavtrllkmns*ilpahprpdpwswppss 
pvpetstp*r*tlgpptsrtcrpev\pwalppanwat 
sfppltlg/vphplqgdyspdptpvsphgplln 


2015 




527 


871 


VWS PDRPS S SDPRGQRRRPTGRVAADPGAAPPAAAAA 
PPPSSA*TAPGSCRRWRTSSRRPTPGSNPRPTPPRPR 
SRATSP/TPDSAQRLPPPPPPAGPG\PPGPEAPPVSL 
GQPFCR 


2016 


A 


17 


941 


PLDRAVE FAVGSGRPRRI S CLS C PGGGGAASGLQRAA 
GGTGLSWVPAGLRVCCSQRSERPEKEEQPVQNPRRKG 
KGGE I STWKNSSMKMKECLRI KER * TMKNSHRTRESQ 
K*LVFWKTRS * KTRETQKTRARELRNR* RI KKSQRVR 
ERQKEKESQRGRESQRCREDQRQRESQREGEGQRVKE 
SQTWVRE PESEGEPESE TRAAGKRPAEDDI PRKAKRK 
TNKGLAQYLKQ YKEAI HDMNF SNEDMI REFDNMARVE 
DKRRKSKQKLGAFLWMQRNLQDPFYPRGPREFRGGCR 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted . 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 
peptide 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possibIe nucleotide deletion,=possible nucleotide 
insertion) 










APRRDTEDI PYV 


2017 


A 


335 


120 


MFLLLFCLMFDFTKVFFILLLHI FCLSTCLFLGLHIC 
ASFHARALLETALILLRMKIAGFQVILFPQDFVL* 


2018 


A 


3 


800 


FVLDPYSGVIKSNVSFDREQQSSYTFDVKATDGGQPP 
RSSTAKVTINVMDVNDNSPWISPPSNTSFKLVPLSA 
I PGSWAEVFAVDVDTGMNAELKYTIVSGNNKGLFRI 
D PVTGNI TLEEKPAPTDVGIiHRIjWNI SDLGYPKSLH 
TLVLVFLYVNDTAGNASYIYDLIRRTMETPLDRNIGD 
SSQPYQNEDYLTIMIAIIAGAMWIWIFVTVLVRCR 
HASRFKAAQRS KQGAEWMS PNQENKQNKKKKRKKRKS 
PKSSLLN 




A 


X 




ftWNfiq WNnNTjVDTS PLKRDPLOD I CRRYMEDLKKI C F 
YRELNSKTTLKFVHTSFHGVGHDYVQLAFKVFGFKPP 
I PVPEQKDPDPDFSTVKCPNPEEGESVLELSLRLAEK 
ENARVVLATDPDADRLAAAELQENGCWKVFTGNEIAA 
LFGWWMFDCWKKNKSRNADVKNVYMLATTVSSKILKA 
IALKEGFHFEETLPGFKWIGSRI IDLLENGKEVLFAF 
EESIGFLCGTSVLDKDGVSAAVWAEMASYLETMNIT 
LKQQLVKVYEKYGYHI SKTSYFLCYEPPTIKSIFERL 
RNFDS PKEYPKFCGTFAI LHVRDVTTGYDSSQPNKKS 
VLPVSKNSQMITFTFQNGCVATLRTSGTEPKI KYYAE 
MCAS PDQSDTALLEEELKKLI DALI ENFLQPSKNGTG 
SGRSCLGVPPNTVMTLCGAYGNRATRRNCHTLEPCG 


2020 


A 


1 


2337 


TRFRGLRPAVAPWTALLALGLPGWVLAVSATAAAVVP 
EQHASVAGQHPLDWLLTDRGPFHRAQEYADFMERYRQ 
GFTTRYRIYREFARWKVNNLALERKDFFSLPLPLAPE 
FIRNIRLliGRRPNLQQVTENLIKKYGTHFLLSATLGG 
EESLTI FVDKQKLGRKTETTGGAS I IGGSGNSTAVSL 
ETLHQLAASYFIDRESTLRRLHHIQIATGAIKVTETR 
TGPLGCSNYDNLDS VS S VLVQ S PENKVQLLGLQVLLP 
EYLRERFVAAALSYITCSSEGELVCKENDCWCKCSPT 
FPECNCPDADIQAMEDSLLQIQDSWATHNRQFEESEE 
FQALLKRLPDDRFLNSTAISQFWAMDTSLQHRYQQLG 
Am »Torr *v kk t wr t t iR r t.pmt iC kr c wro prfrl p kers 
LSYWWNRIQSLLYCGESTFPGTFLEQSHSCTCPYDQS 
SCQGPI PCALGEGPACAHCAPDNSTRCGSCNPGYVLA 
QGLCRPEVAESLENFLGLETDLQDLELKYLLQKQDSR 

GLVHVMLALSLQICLTKNSTLE PVMAI YVNPFGGSHS 
E SWFMPVNEGS F PDWERTNVDAAAQCQNWTI TLGNRW 
KTFFETVHVYLRSRIKSLDDSSNETIYYEPLEMTDPS 
KNLGYMKINTL\QVFGYSLPFDPD\AIRDLILQLDYP 
YTQGSQDSALLQLI ELRDRVNQLS PPGKVRLDLFSCL 
LRHRLKLANNEVGRIQSSLRAFNSKLPNPVEYETGKL 
CS 


2021 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENLKSGVYPLKEASGCP 
GADRNLLVYSFYEKGPLTFRDVAIEFSLEEWQCLDTA 
QQDLYRKVMLENYRNLVFLAG I AVS KPDLI TCLEQGK 
EPWNMKRHAMVDQPPGR 


2022 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENLKSGVYPLKEASGCP 



WO 2004/080148 



PCTAJS2003/030720 



608 
TABLE 7 



SEQ 
D> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, * ! =Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GADRNLLVY S FYEKGPLTFRDVAI EF SLEE WQCIjDTA 
QQDLYRKVMLENYRNLVFLAGIAVSKPDLITCLEQGK 
E PWNMKRHAMVDQ P PGR 


2023 


A 


3 


452 


AVPGPGFGLS PTMVTLAELLVLLAALLATVSGY\ FVS 
IDAHAEECFFERVTSGTKMGLIFEAEDGGFLDIDWI 
TL PDR / RKI KPRLLKKKGQ * T YR S FMDVT F KL C YNLR 
MSWMNPNIRNHNHWLLLTSIKFLITQFRSSLSYLSSC 
IQSE 




7\ 


31 


1312 


ITTVMAGKRSGWSRAALLQLLLGVNLGVMPPTRARSL 
RFVTLLYRHGDRSPVKTYPKDPYQEEEWPQGFGQLTK 
E04LQHWELGQALRQRYHGFLNTSYHRQEVYVRSTDF 
DRTLMSAEANLAGLFPPNGMQRFNPNI SWQPI PVHTV 
P I TEDRLLKFPLGPC PRYEQLQNETRQTPE YQNE S SR 
NAQFLDMVANETGLTDLTLETVWNVYDTLFCEQTHGL 
RLPPWASPQTMQRLSRLKDFSFRFLFGIYQQAEKARL 
QGGVLLAQIRKNLTLMATTSQLPKLLVYSAHDTTLVA 
LQMALDVYNGEQAPYASCHI FELYQEDSGNFSVEMYF 
RNESDKAPWPLSLPGCPHRCPLQDFIjRLTEPWPKDW 
QQECQLASGPADTEVIVALAVCGSILFLLIVLLLTVL 
FRMOAOPPGYRHVADGEDHA 


2025 


A 


2 


317 


FVDSPRFRATIDEVETDWE I EAKLDKLVKLCSGMVE 
AGKAYVSTSRLFVSGVRDLSQQCQGDTVISECLQRFA 
DSLQEWNYHMILFDQAQRSVRQQLQSFVKE 


2026 


A 


1788 


3 


RTRGRF PKRTP/ LFQ I S SAVQKEQPLPTAE I TRLAVW 
AAVQAVERKLEAQAMRLLTLEGRTGTNEKKIADCEKT 
AVEFANHLE SKWVVLGTLLQE YGLLQRRLENMENLLK 
NRNFWILRLPPGSNGEVPKVPVTFDDVAVHFSEQEWG 
NLSEWQKELYKNVMRGNYE SLVSMDYAI SKPDLMSQM 
ERGERPTMQEQEDSEEGETPTDPSAAHDGIVIKIEVQ 
TNDEGSESLETPEPLMGQVEEHGFQDSELGDPCGEQP 
DLDMQEPENTLEEST/DRLQRVQRTEADAGAAEELHG 
/VGS/WIKTEEQDEEEEEEEEDELPQHLQSLGQLSGR 
YEASMYQTPLPGEMS PEGEES PPPLQLGNPAVKRLAP 
S VHGER / PPERE PRGLEPAAAE PARRAALHMHGVRQE 
LPP/GRSTSSSTSATTSRRGPTSAPNARSASGTSNSS 
RCTS ASTACAEAASHPN/ CGPTFNPKHALKPRPKS PS 
SGSGGGGPKPYKCPECDSSFSHKSSLTKHQITHTGER 
PYTCPECKKS FRLH I SLVI HQRVHAGKHEVS F I CSLC 
GKSFSRPSHLLRHQRTHTGERPFKCPECEKSFSEKSK 
LTNHCRVHSRERP 


2027 


A 


2193 


442 


ELNCNIRAPPKQMFWCFRPRSKERAWVAWERRLMW 
GDAPES IQFVLDEDS YLVPELDGVRI FSRSTHEFLHE 
VPAASEEIFKIASMAPGALLLEAQKEYEKESQKADEY 
LRE I QELGQLTQAVQQC I EAAGHEHQ PDMQKS LLRAA 
S FGKCFLDRF PPDS FVHMCQDLRVLNAVRDYHI GI PL 
TYSQYKQLTIQVLLDRLVLRRLYPLAIQI CEYLRLPE 
VQGVSRI LAHWACYKVQQKDVSDEDVARAINQKLGDT 
PGVS YSDIAARAYGCGRTELAI KLLEYEPRSGEQVPL 
LLKMKRS KLALS KAI E SGDTDLVFTVLLHLKNELNRG 
DFFMTLRNQPMALSLYRQFCKHQELETLKDLYNQDDN 
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609 
TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 

lUCauUO OI 

first amino 

etvlU ■ uIUUc 

of peptide 
sequence 


Predicted 

ending 

nucleotide 

lflftotlftTl AT 

lUCaUUU Ul 

last amino 

dUU 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown s *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HQELGS FHI RASYAAEERIEGRVAALQTAADAFYKAK 
NEFAAKATEDQMRLLRLQRRLEDELGGQFLDLS LHDT 
VTTLILGGHNKRAEQLARDFRI PDKRLWWLKLTALAD 
LEDWEELEKFS ICS KKS PI GYL PFVEI CMKQHNKYEAK 
KYASRVGPEQKVKALLLVGDVAQAADVAI EHRNEAEL 
SLVLSHCTGATDGATADKI QRARAQAQKK 


2028 


A 


110 


277 


MLIiALPLAAP S C PMLCTC YS S P PTVS CQANNFS S VPL 
SLPPSTQRLFLQNNLIRTL 


2029 


A 


1 


359 


I SGESI YWSQKPTPSSNASPWSEPAAVDVELTAYALIi 
AQLTKPSLTQKEIAKATSIVAWLAKQRNAYGGFSSTQ 
DTWALQALAKYATTAYVPSEEINLWKSTENFQRTF 
NIQAVNRM 


2030 


A 


16 


255 


ARPSCPCSWSFSCCGVSPGA/LVTEAAIFYETQPSLW 
AESESLLKPLAKLMTYFKNSTYLIRLFMIYRCKPVKS 
KKKKRN 






o 


did 


nTCTHTATWELNPWVE YE FRWASNKI GGGE P S L P S E 
KVRTEEAVPEVPPSEVNGGGGSRSELVITWDPVPEEL 
QNGEGFGYWAFRPLGVTTWI QTWTS PDT PRYVFRN 
ESIVPYSPYEVKVGVYNNKGEGPFSP 


2032 


A 


3 


438 


SNLHHLILNNNQLTLI SSTAFDDVFALEELDLS YNNL 
ETIPTOAVEKMVSLHTLSLDHNMIDNIPKGTFSHLHK 
MTRLDVTSNKLQKLPPDPLFQRAQVLATSGI I S PSTF 
ALSFGGNPLHCNCELLWLRRLSREDDLETCASPP 


2033 


A 


3 


438 


SNLHHLI LNNNQLTLI SSTAFDDVFALEELDLS YNNL 
ETI PWDAVEKMVSLHTLSLDHNMIDNI PKGTFSHLHK 
MTRLDVTSNKLQKLPPDPLFQRAQVLATSGI ISPSTF 
ALSFGGNPLHCNCELLWLRRLSREDDLETCASPP 


2034 


A 


166 


4280 


ASDQSGSQPGDHSAGQANQLKLEDMKS PRRTTLCLMF 
IVIYSSKAALNWNYESTIHPLSLHEHEPAGEEALRQK 
RAVATKS PTAEEYTVNI E I S FENAS FLDPI KAYIiNSL 
SFPIHGNNTDQITDILSINVTTVCRPAGNEIWCSCET 
GYGWPRERCLHNLICQERDVFLPGHHCSCLKELPPNG 
PFCLLQEDVTLNMRVRLOTGFQEDl^MNTSSALYRSYK 
TDLETAFRKGYGILPGFKGVTVTGFKSGSVWTYEVK 
TTPPSLEL I HKANEQWQSLNQTYKMDYNS FQAVT IN 
ESNFFVTPEI IFEGDTVSLVCEKEVLSSNVSWRYEEQ 
QLE I QNS SRF S I YTALFNNMTS VS KLT I HNI TPGDAG 
EYVCKLILDIFEYECKKKIDVMPIQILANEEMKVMCD 
NNPVSLNCCSQGNVNWSKVEWKQEGKINIPGTPETDI 
DSSCSRYTLKADGTQCPSGSSGTTVIYTCEFISAYGA 
RGS ANIKVTFI SVANLTITPDPI SVSEGQNFS I KCI S 
DVSNYDEVYWNTS AG I KI YQRFYTTRRYLDGAE SVLT 
VKTSTREWNGTYHCI FRYKNS YSI ATKDVIVHPLPLK 
IjNIMVDPLEATVS CSGSHHI KCCI EEDGDYKVTFHMG 
S S SLPAAKEVNKKQVC YKHNFNAS S VS WC S KTVDVCC 
HFTNAANNSVWS PSMKLNLVPGENITCQDPVIGVGEP 
GKVIQKLCRFSNVPSSPEE/SPLGGTITYKCVGSQWG 
\EKRNDCI S APINSLLQMAKALI KS PSQDEMLPTYLK 
DLSISIDKAEHEI SSSPGSLGAI INILDLLSTVPTQV 
NSEMMTHVLSTVNVILGKPVLNTWKVLQQQWTNQSSQ 
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610 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion 5 =possible nucleotide 
insertion) 










LLHSVERFSQALQSGDSPPLSFSQTNVQMSSTVIKSS 
HPETYQQRF VF PYFDLWGNWIDKS YLENLQSDS S IV 
TMAFPTLQAILAQDIQENNFAESLVMTTTVSHNTTMP 

r K J. oin 1 rRJMWo r*DviuE> i Ka- V r WNr KJjANJN 1 oVaWJJooVj 

CYVEEGDGDNVTCICDHLTSFSILMSPDSPDPSSLLG 
ILLDII SYVGVGFSILSLAACLWEAWWKSVTKNRT 
SYMRHTCIVNIAASLL\VANTWFIGVAAIQDNRYILC 

TfT A PV A A TP P T W P P VT . QVP PWMT .TT ,M T .P VP T ATP T T , 

HETSRSTQKAIAFCLGYGCPLAISVITLGATQPREVY 
TRKNVCWLNWEDTKALLAFAI PALI IWVNITITIW 
I TKT LP PS T GnKPrTCnPTCQ ST .PHT STC S T RVT .T PT J .fJT . 
TWGFGLxTVFPGTNLVTHI IFAILNVFQGLFILLFGC 
LWDLKVQEALLNKFSLSRWSSQHSKSTSLGSSTPVFS 
msspi srrfnnlfgktgtynvstpeats sslensss a 
SSLXjN 


2035 


A 


1 


366 


A^RSDSFJ^AEHQRVHTGERPYTCNECGKVFSTKAYLA 
CHQKLHTGEKLYECEECTKVYIRKSHLERHRRIHTGE 
KPHKCGDCGKAFNS PSHLIRHQRIHTGQKS YKCHQCG 
KVFSLRSLLAE 


2036 


A 


2 


236 


ISGQEGLQAVLASDYSFAQFRYLQRLLLVHGRWSYFR 
MCKFLCTFFYKNFAFTLTOFWFGFFCGFSAQTVYDQW 
FITL 


2037 


A 


706 


951 


MRCGWGPLGCLGTGAPAGWMVLGS PRSQLQRARWSRA 
S LS AFGWE I RLRPEGPKAPRQLLLVALE SETLGVHGG 
ATPLHCL* 


2038 


A 


1242 


433 


PGSPDVNRAWRPPPPPPPPPPAPQPTMSRRKQGKPQ 
HLS KRE FS PE PLEAI LTDDE PDHGPLGAPEGDHDLLT 
CGQCQMNF PLGDI LI F I EHKRKQ CNGS LCLEKAVDKP 
PSPSPIEMKKASNPVEVGIQVTPEDDDCLSTSSRGIC 
PKQEHIADKLLHWRGLSSPRSAHGALIPTPGMSAEYA 
PQGICKDEPSSYTCTTCKQPFTSAWFLLQHAQNTHGL 
RI YLESEHGS PLTPRVLHTPPFGVVPRELKMCGS FRM 

PAPPPT.SQPKT 
uAIUa Jr JJO O Ci I\JL 


2039 


A 


2009 


1889 


MHSAMLGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWIGRGPETKITDKKCSRQQVQLKAECNKG 
YVTCVKQVGT^PTS IDS WIGKDQEVKLQPGQVLHMVN 
ELYPYI VEFEEEAKNPGLETHRKRKRSGNSDS IERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAPIKKESLG 
HWSQGLKI SMQD PKMQVYKDEQWVI KDKYPKARYHW 
LVLPWTS I S SLKAVARGTP * T P * AYAHCGGKGDCRFC 
W\SSKLRFRLGYHAIPSMSHVHLHVISQDFDSPCLKN 
KKHWNS FNTE YFLE SQAVI EMVQEAGRVTVRDGM PEL 
LKLPLRCHECQQLLPSI PQLKEHLRKHWTQ* FFFFTV 
LSKFILREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2040 


A 


2009 


1889 


MHSAI>OjGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWI GRGPETKI TDKKCSRQQVQLKAECNKG 
YVKVKQVGVNPTS I DS WI GKDQEVKLQPGQVLHMVN 
ELYPYI VEFEEEAKNPGLETHRKRKRSGNSDS IERDA 
AQEAEAGTGLE PGSNSGQCS VPLKKGKDAPI KKESLG 
HWSQGLKI SMQDPKMQVYKDEQVWI KDKYPKARYHW 
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611 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










LVLPWTS I S SLKAVARGTP * T P * AYAHCGGKGDCRPC 
W\ SSKLRFRLGYHAI PSMSHVHLHVI SQDFDSPCLKN 
KKHWNSFNTEYFLESQAVTEMVQEAGRVTVRDGMPEL 
LKLPLRCHECQQLLPS I PQLKEHLRKHWTQ* FFFFTV 
LSKFI LREKES SGSTOLFHS PTTF PC I RTYAVI VS 


2041 


A 


2009 


1889 


MHSAMLGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWIGRGPETKITDKKCSRQQVQLKAECNKG 
YVKVKQVGWPTSIDSWIGKDQEVKLQPGQVLHMVN 
ELYPYIVEFEEEAKNPGIjETHRKRKRSGNSDSIERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAPI KKESLG 
HWSQGLKI SMQDPKMQVYKDEQVWI KDKYPKARYHW 
LVLPWTS I S SLKAVARGTP*TP* AYAHCGGKGDCRFC 
W\ SSKLRFRLGYHAI PSMSHVHLHVI SQDFDSPCLKN 
KKHWNSFNTEYFLESQAVI EMVQEAGRVTVRDGMPEL 
LKLPLRCHECQQLLPS I PQLKEHLRKHWTQ* FFFFTV 
LSKFILREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2042 


A 


1464 


775 


KMTTAARPTFE PARGGRGKGEGDLSQLS KQYS SRDLP 
SHTKI KYRQTTQDAPEEVRNRDFRRELEERERAAARE 
KNRDRPTREHTTS S S VS KKPRLDQ I PAANLDADDPLT 
DEEDEDFEEESDDDDTAALLAELEKI KKERAEEQARK 
EQEQKAEEERIRMENILSGNPLLNLTGPSQPQANFKV 
KRRWDDD WFKNC AKGVDDQKKDKRFVNDTLRS EFHK 
KFMEKYIK 


2043 


A 


2 


860 


ATTRI RLSGGRSQHEGRVEVQ I GGPGPLRWGLI CGDD 
WGTLEAMVACRQLGLGYANHGLQETWYWDSGNI TEW 
MSGVRCTGTELSLDQCAHHGTHITCKRTGTRFTAGVI 
CSETASDLLLHSALVQETAYI EDRPLHMLYCAAEENC 
LASSARSANWPYGHRRLLRFSSQIHNLGRADFRPKAG 
RHSWVWHECHGHYHSMDFFTHYDILTPNGTKVAEGHK 
AS FCLEDTE CQED VS KRYECANFGEQGI TVGCWDLYR 
HDIDCQWIDITDVKPGNYILHGVINPT 


2044 


A 


973 


266 


ARGSLCAPASPLYPVNQLRNVALAQALTPYVFLSDID 
FLPAYSLYDYLRAS IEQLGLGSRRKAALWPAFETLR 
YRFSFPHSKVELLALLDAGTLYTFRYHEWPRGHAPTD 
YARWREAQAPYRVQWAANYE PYVWPRDC PRYDPRFV 
GFGWNKVAHIVELDAQEYELLVLPEAFTIHLPHAPSL 
DISRFRSSPTYRDCLQALKDEFHQDLSRHHGAAALKY 
LPALQQPQS PARG 


2045 


A 


1668 


218 


AWRAQGSRGFSGAGWRPRQAAAMNFSEVFKLS SLLC 
KFSPDGKYLASCVQYRLWRDVNTLQILQLYTCLDQI 
QHIEWSADSLFILCAMYKRGLVQVWSLEQPEWHCKID 
EGS AGLVAS CW S PDGRHI LNTTEFHLRI TVWSLCTKS 
VS YI KYPKACLQGI T FTRDGRYMALAERRDCKDYVS I 
FVCSDWQLLRHFDTDTQDLTGI EWAPNGCVLAVWDTC 
LEYKILLYSLDGRLLSTYSAYEWSLGI KSVAWS PSSQ 
FLAVGS YDGKTOI LNHVTWKMI TE FGHPAAIND PKI V 
VYKEAEKSPQLGLGCLSFPPPRAGAGPLPSSESKYEI 
ASVPVSLQTLKPVTDRANPKIGIGMIiAFSPDSYFLAT 
RNDNI PNAVWVWD I QKLRLFAVLEQLS PVRAFQWDPQ 
QPRLAICTGGSRLYLWS PAGCMSVQVPGEGDFAVLSL 
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612 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, | 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










CWHLSGDSMALLSKDHFCLCFLETEAWGTACROLGG 
HT 


2046 




231 


1289 


SPTVSFLFFNMETNPSVGTTS AI S I LLARS SRERQLS 
SEGRFSWRL*DASSGERS*RRSESSSWLSS*ERESSV 
SFKHPFKRLFK*SSVSLLSWSSLSPFSSGAIHTSGSS 
MPKSDI*LFPQSTFSEPSESACACGDFPSLSVRSGCC 
SSFNSLFSSWSVGNASEASRSGKRSSFL*ACEYLPSE 
INAGGI RSQ PGE I NGS VFDLLERNTLGS SAMPS I LAT 
SWQASV*ASCKRLSSSQASSEESGPDGLPAVSEDWVW 
SANVASALQSSSSMWSFPAVTERLGESVC\SPSDDSR 
DCS PGAPLYVGFLYLTLCRDKFYSLKMKKNKLLKIQN 
NTLYRKEKKGHMNMCNTAIF 


2047 


B 


26 


175 


NCGSGDILLKIVKVEHEEMPEAKNVIAVLEEFMKEAL 
DQSF 


2048 


A 


1 


1386 


RDFVAASSRRRRADFPRMTELRQRVAHEPVAPPEDKE 
QR^PTVKVDGETASDSESRAESAPLPVSADDTPEVLNR 
ALSNLS SRWKNWWVRGI LTLAMI AFFFI 1 1 YLGPMVL 
MI IVMCVQIKCFHEI ITIGYNVYHSYDLPWFRTLSWY 
FLLS WYFFYGETVTDYFFTLVQREEPLRI LSKYHRL 
I S FTLYLI GFOTFVLSLVKKHYRIjQF YMFGWTHVTLL 
IVVTQSHLVIHNLFEGMIWFIVPISCVICNDIMAYMF 
GFFFGRTPLI KLS PKKTWEGF IGGFFATWFGLLLSY 
VMSGYRCFVCPVEYNNDTNSFTVDCEPSDLFRLQEYN 
IPGVIQSVIGWKTVRMYPFQIHSIALSTFASLIGPFG 
GFFASGFKRAFKIKDFANTI PGHGGIMDRFDCQYLMA 
TFVNVY I AS F I RGPNPS KL I QQFLTLRPDQQLHI FNT 
LRSHLIDKGMLTSTTEDE 


2049 


A 


2 


427 


HSWVSRSCAFEPAWEEGATSQTVATCGGEAVCVIDCQ 
TGIVLHKYKAPGEEFFSVAWTALMVVTQAGHKKRWSV 
LAAAGLRGLVRLLHVRAGFCCGVI RAHKKAI ATLCFS 
PAHETHLFTASYDKRI I LWD IGVPNQDYEFQ 


2050 


A 


1 


892 


RTRGRTRGRGTRGGGGGGGTGAGGRGEGSQVPGLSAA 
DQDR* GRGCCS PGGRDRAGGGGGIGQGGDAERRRGEQ 
GEGWGRTPGQKPGRGEAPLWKGRV*GPRWRGGPEAA 
GAAAAQRPPGPVPFPAGGAEPLPALQPI PAAQDLRGA 
AQKEGPGGR* GG* PGRRGRGPRERASVPAPSGHAGGA 
EEAAGRRPAWPPGAGPVEAAVPGEAHQGGEGVATLP 
GTQEAGGDAGHGQLSDEGRAPGCS ARGGADPGVGG* K 
GEGDERRAAGEHSAEAEPGAF *NQDEDPGGPDPGSAS 
Y 


2051 


A 


2 


1086 


FVLCAGACWPLRDRDT/SPPAHLCPEVTPWSLHVPIS 
LQCPPRLCSPPTHRLTPPAGCQRPPPAGPLSVAPASL 
SPSAPALLEA/TSPPWTAGATWSPGRSPATQCWPPSW 
CQTPFPHPETGQLCLVRSLH* PHLSSLGQAGAAG*GG 
PLAPPFPPFLVPFP\P*QVQHPRSPA*GAGPEPAVNI 
PQPL/PVPPWD*PLTSPPNSTGAPSWPRAGSVSPSP/ 
VLE PRPEQLSGRQGCS S VS S WGAPGGATDRQAAQGPG 
HP S PGRCCPRRTVLGNE PP AGFGLRSLWPRS PPHEVG 
ARLPNGAFGFSVRCLLCFPPWRAEPPHIRIGRATPPG 
PGP/VPSQPSPRGSMPVPRPGAARGQLDGHVQGSRL 
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613 
TABLE 7 



SEQ 
ED 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2052 


A 


3 

i 


1385 


KYESAQPGGTQPEPGLGARMAIHKALVMCLGLPLFLF 

VAGAGI VTTFVLTI I LVASL P FVQDTKKRSLLGTQVF 
FLLGTLGLFCLVFACVEKPDFSTCASRRFLFGVLFAI 
CFSCLAAHVFALNFLARKNHGPRGWVI FTVALLLTLV 
EVI INTEWLI I TLVRGSGEGGPQGNS SAGWAVAS PCA 
T ANMDFVMAT.T YVMLLLLGAFLGAWPALCGRYKRWRK 
HGVFVLLTTATSVAIWWWIVMYTYGNKQHNSPTWDD 
PTLAIALAANAWAFVLFYVI PEVSQVTKS S PEQ S YQG 
DMYPTRGVGYETILKEQKGQSMFVENKAFSMDEPVAA 
KRPVSPYSGYNGQLLTSVYQPTEMALMHKVPSEGAYD 
1 1 LPRATANSQVMGSANSTLRAEDMYSAQSHQAATPP 
KDGKNSQVFRNPYVWD 


2053 


A 


2 


555 


MASPAASSWPPRPKKEPQTLVI PKNAAEEQKLKLER 
LMKNPDKAVPIPEKMSEWAPRPPPEFVRDVMGSSAGA 
GSGEFHVYRHLRRREYQRQDYMDAMAEKQKLDAEFQK 
RLEKNKIAAEEQTAKRRKKRQKLKEKKLLAKKMKIiEQ 
KKQEGPGQPKEQGSSSSAEASGTEEEEEVPSFTMGR 


2054 


A 


1008 


534 


HEKMAAAWGS SLTAATQRAVTPWPRGRLLTASLGPQA 
RREASSSSPEAGEGQIRLTDSCVQRLLEITEGSEFLR 
LQVEGGGCSGFQYKFSLDTVINPDDRVFEQGGARWV 
DSDSLAFVKGAQVDFSQELIRSSFQVLNNPQAQQGCS 
CGSSFSIKL 


2055 


A 


1492 


528 


THWMTGMCYAPHQVLSYINGVTTSKPGVSLVYSMPS 
RNLSLRLEGLQEKDSGPYSCSVNVQDKQGKSRGHSIK 
TT.E TiNVTjVP PAPPS CRLOGVPHVGANVTLS COS PRS K 
PAVQYQWDRQLPS FQTFFAPALDVI RGSLSLTNLS S S 
MAGVYV CKAHNEVGT AQ CNVT LE VS TG PG AA WAGAV 
VGTLVGLGLx^AGLVLLYHRRGKALEEPANDI kedaia 
PRTLPWPKSSDTISKNGTLSSVTSARALRPPHGPPRP 
GALTPTPSLSSQALPSPRLPTTDGAHPQPI SPI PGGV 
SSSGLSRMGAVPVMVPAQSQAGSLV 


2056 


A 


820 


319 


VVEFPVLTKAATSGILSAiGNFLAQMIEKKRKKENSR 
SLDVGGPLRYAVYGFFFTGPLSHFFYFFMEHWI ppev 
PLAGLRRLLLDRLVFAPAFLMLFFLIMNFLEGKDASA 
FAAKMRGGFWPALRMNWRVWTPLQFININYVPLKFRV 
LFANLAALFWYAYLASLGK 


2057 


A 


520 


330 


HGCVLSLLPKPQQGFREPVHLTSTC/PNPTPPVPP*S 
DRYLSNPTQPVPP * SDRYLSNPTPPVSP* SDRYLSNP 
TPPVPP*SDRYLSNRTPPVSP*SDRYLSNPTPPVSP 


2058 


A 


2 


479 


DTGQKGLPGPPGPPGYGSQGIKGEQGPQGFPGPKGTM 
GHGLPGQKGEHGERGDVGKKGDKGE I GE PGS PGKQGL 
QGPKGDLGLTKEEIIKLITEICGCGPKCKETPLELVF 
VIDSSESVGPENFQI IKNFVKTMADRVALDLATARIG 
IINYSHKVEKV 


2059 


A 


503 


1051 


VFLYPFLKWWRDP*RRELPTFHWFLLELAIFTLIEEV 
LFYYSHRLLHHPTFYKKIHKKHHEWTAPIGVISLYAH 
PIEHAVSNMLPVIVGPLVMGSHLSSITMWFSLALIIT 
TISHCGYHLPFLPSPEFHDYHHLKFNQCYGVLGVLDH 
LHGTDTMFKQTKAYERHVLLLGFTPLSESI PDSPK 
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TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 

fir^t nminn 

ill O V "ll'l'l'l 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 

loct amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X^Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


£, uo u 




T 

X 




ERVGNVCSLEI SNIQKGEGGE YMCHAVNI IGEAKSFA 
NVDIMPQ/RRKSGGTTTSR/ I FVDPNMDSREGEDKEIj 
KIDLEVFEMPPRFIMPICDFKIPENSDAVFKCSVIGI 
PTPEVKWYKEYMCIEPDNIKYVISEEKGSHTLKIRNV 
CLSDSATYRCRAVNCVGEAI CRGFLTMGDSEI PAVIA 
KKSKVTLSSLMEELVLKSNYTDSFFEFQVGEGPPRFI 
KGI SDCYAPIGTAAYFQCL 


2061 


A 


47 


538 


RVRLRPVFCVMTSQEKTEEYPFADI FDEDETERNFLL 
S KPVC FWFGKPGVGKTTLARYI TQAWKC I RVEALPI 
LEEQIAAETESGVMLQSMLISGQSIPDELVIKIiMLEK 
LNSPEVCHFGYIITBIPSLSQDAMTTLQQIELIKNL\ 
NLKPDVI INIKGVLDF 


2062 


A 


1196 


230 


RARSGLQGAVPLGPTGRSRHSLQTKLPSSPFSERPLV 
FQTPGAIiVSTPHGRYPPPLCPPKAAFQKVIHGKAVPS 
NPS / WPTAI VNPVRSTAGPGTLGQGSLRKGRS SMRK 
NGSLQRPLQSGIPTLWGSLRRSPT/MGPSASAVPIL 
PATGDPLLPLSRGGGDGVQA/ SPSRGS PPSRASAGAV 
RPGSTPRPAPSLWKTKKSPSRVSLCQNRPHLPHHPSW 
*NQKTQEMASKSKSKP*DFRITALLPPNITPPI PPP / 
AKPEQPATLKASQPEAASLGPEMTVLFAHRSGCHSGQ 
QTDLRRKSALGKATTLVSTASGTQTVFPSK 


2063 


A 


1196 


230 


RARSGLQGAVPLGPTGRSRHSLQTKLPSSPFSERPLV 
FQTPGALVSTPHGRYPPPLCPPKAAFQKVIHGKAVPS 
NPS / WPTAI VNPVRSTAGPGTLGQGSLRKGRS SMRK 
NGSLQRPLQSGIPTLWGSLRRSPT/MGPSASAVPIL 
PATGDPLLPLSRGGGDGVQA/SPSRGSPPSRASAGAV 
RPGSTPRPAPSLWKTKKSPSRVSLCQNRPHLPHHPSW 
*NQKTQEMASKSKSKP*DFRITALLPPNITPPIPPP/ 
AKPEQPATLKASQPEAASLGPEMTVLFAHRSGCHSGQ 
QTDLRRKSALGKATTLVSTASGTQTVFPSK 


2064 


A 


1554 


1358 


EFVMRHKGAKHLRS AAHDLTWFQHYS I DVI GFLLTC V 
ATAI FLFTKCFLFSCQKFNKTRKIEKRE 


2065 


A 


793 


279 


HEGASLGVRGGGMADTVLFEFLHTEMVAELWAHDPDP 
GPGGQKMSLSVLEGMGFRVGQALGERLPRETLAFREE 
LDVLKFLCKDLWVAVFQKQMD SLRTNHQGTYVLQDNS 
FPLLLPMASGLQYLEEAPKFLAFTCGLLRGALYTLGI 
ESWTASVAALPVCKFQWIPKS 


2066 


A 


729 


487 


IIFIYLFIFLRWSL/GSVAQAEVQWPHLNSLQAPPPG 
FAPFSCLRLPSSWDYRHLPPCPANFLYFWWRRGFTML 
ARMVLIS* PRDPPASASQGAGIAGMSHCARP*MNYFY 
LF I YF FEME SRS VAQAEVQWPHLNSLQAPP PGFAPF S 
CLRLPSSTOYRHLPPCPANFLYFWWRRGFTMLARMVL 
IS 


2067 


A 


1 


692 


PGGNRSSSSSCRRCICTFCTCRSRRRRRSHQPRRSSW 
GPLQAEVRLEFPSEKRRGSGTRGGRGGSTGVASVGSS 
TWGGTPGLGQTGTWQG/HTGQRGPQLPPHP\RNSFSS 
RHRGS SG\ RL SQA\L PE PRGLE SGKTGS ARGVAAGRH 
QEGEAATGGGPRDIAQQGGCRGSACGRRSHEALRPRV 
WCGEGPQWTW\ CAVC PHRS APGAGLAD\ RQHPGESRA 
WGETRLGEAGGAE 



WO 2004/080148 



PCT/US2003/030720 



615 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 

sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

rssiaue oi 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2068 


A 


114 


1031 


MPLLTLYLLLFWLSGYS I ATQI TGPTTVNGLERGSLT 
VQCVYRSGWETYLKWWCRGAIWRDCKILVKTSGSEQE 
VKRDRVS I KDNQKNRTPTVTMEDLMKTDADTYWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHIJDNRHKLLKLSVLIiPLIFTILLLLL 
VAASLLAWRMMKYQQKAAGMS PEQVLQPLEGDLCYAD 

EDISYASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 
TEYSTISRP* 


2069 


A 


114 


1031 


MPLLTLYLLLFWLSGYS IATQ I TGPTTVNGLERGSLT 
VQCVYRSGWETYLKWWCRGAIWRDCKILVKTSGSEQB 
VKRDRVSIKDNQKNRTFTVTMEDLMKTDADTYWCGIE 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHLDNRHKLLKLSVLLPLIFTILLLLL 
VAASLLAWRMMKYQQKAAGMS PEQVLQPLEGDLCYAD 

T .TT .HT .ZL^T G POTf A TTTTT ,G G 21 fYtrnfYirGrtnT V\7TMZi GT .DTf 
Jul Jj^J-iriol O F\JjSJ\± 1 JUJOOnU VJL»y VJEi VJ3i X V ll v irlO±J Jr IN. 

EDISYASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 
TEYSTISRP* 


2070 


A 

1 


114 


1031 


MPLLTLYLLLFWLSGYS IATQ I TGPTTVNGLERGSLT 
VQCVYRSGWETYLKWWCRGAIWRDCKILVKTSGSEQE 
VKRDRVS I KDNQKNRTFTVTMEDLMKTDADTYWCGI E 
KTGNDIjGVTVQVT I DPAS TPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHLDNRHKLLKLSVLLPLIFTILLLLL 
VAASLLAWRMMKYQQKAAGMSPEQVLQPLEGDLCYAD 
LTLQLAGTS PQKATTKLSSAQVDQVEVEYVTMASLPK 
EDISYASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 
TEYSTISRP* 


2071 


A 

i 


51 


1464 


ALPGEFFFRFHPAHKHCHLLPPSLFTNVTTQSEISSF 

T .C T?T .UT?nrrt7"DT .P C\V DD D IfTWSPT .TM CDC P T G r'VTYT .nil 

ADCQGWLYKKKEKGSFLSNKWKKFWVILKGSSLYWYS 
NQMAEKADGFVNLPDFTVERASECKKKHAFKI SHPQI 
KTFYFAAENVQEMNVWLNKLGS AVI HQE STTKDEE C Y 

Gl? G T?riPnDP T Zi 2VT7T DPDPUZX G OTH GT .TZi nOIi Q G G G DG 

LSGTSYSFSSLENTVKTPSSFPSSLSKERQSLPDTVN 
SLSAAEDEGQPITFAVQVHSPVPSEAGIHKALENSFV 
TSESGFLNSLSSDDTSSLSSNHDHLTVPDKPAGSKIM 

ELRKSFVKRCKNPSINEKLHKIRTLNSTLKCKEHDLA 
MINQLLDDPKLTARKxTlEWKVMNTLLIQDIYQQQRAS 
PAPDDTDDTPQELKKSPSSPSVENSI 


2072 


A 


87 


477 


I KS KLNQQVE VQE S E WRLTEAKG PTMGKE S GWD S GRA 
AVAAWGGWAVGTVLVALSAMGFTSVGIAASS IAAK 
MMS TAAI ANGGGVAAGSLVAI LQS VGAAGLSVTS KVI 
GGFAGTALGAWLGS P PS S 


2073 


A 


87 


477 


I KSKLNQQVEVQESEWRLTEAKGPTMGKESGWDSGRA 
AVAAWGGWAVGTVLVALSAMGFTSVGI AASS IAAK 
MMS TAAI ANGGGVAAGSLVAI LQS VGAAGLSVTS KVI 
GGFAGTALGAWLGS PPS S 


2074 


A 


112 


483 


AGVGALRMVQRLTYRRRLSYNTASNKTRLSRTPGNRI 
VYLYTKKVGKAPKS ACGV C PGRLRGVRAVRPKVLMRL 
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TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 

InrnHnn nf 

first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

lUvilliUU Ul 

last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










SKTKKHVSRAYGGSMCAKCVRDRI KRAFLI ESQKI W 
KVLKAQAQSQKAK 


2075 


A 


2 


446 


FQNMTCELHLTCSVEDADDNVSFRWEALGNTLSSQPN 
Li 1 V b WD FR 1 o S b UL» x 1 C I AbN AVoN Jj S r S V S AQ KxA.b 
DVKIQYTDTKMILFMVSGICIVFGFI ILLLLVLRKRR 
DSLSLSTQRTQGPAESARNLEYVSVSPTNNTVYASVT 


2076 


A 


1208 


249 


VGWSVHRYVLLHHVMGGLEGMQGAWGYVQGGMGALSD 
AIAbSAx IritjAoxr xbKI VAKVyVWobGL. VQQxVVLbD 
GTEVRSKMVLSNTSPQITFLKLTPQEWLPEEFLERIS 
QLiDTRSPVTKIN/V*EAHHIAALSPLTHLSEKPPGWG 
Q/ HELSHHLH/ CPDLQPVSPCSLVRSGRRQAAQ/ PSW 

P D DMT . VCi TV Q P f* D T TNTZV D Q T * TTTTf T D Q Q P T P DT .VMPtiJM 

ACLPTVFDC I EVYAPGFKDS WGRDILTPPDLERI FG 
LPGGNI FHCAMSLDQLYFARPVPLHSGYRCPLQGLYL 
CGSGAHPGGGVMGAAGRNAAHVAFRDLKSM 


2077 




O o 


J 1 o 


l»LttXAj V F XO V X XiUT iVriT'i X/-1±J X CiHi^Mi-i V X V X FF X XAU^Vjwl 

WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELE KAI CRC FTGYTGERCLKLKS P YNVC SGERR P 
L* 


2078 


A 


38 


376 


MAl^VPISVYLLFNAMTALTEEAAVTOTPPITAQQGN 
WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELE KAI CRCFTGYTGERCLKLKSPYNVCSGERRP 

T.* 
XJ 


2079 


A 


38 


376 


MALGVPISVYLLFNAMTALTEEAAVTVTPPITAQQGN 
WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELEKAI CRCFTGYTGERCLKLKSPYNVCSGERRP 
L* 


2080 


A 


1 


675 


MAPPlxRPlxARLRPPGMLLRALLLLLLLSPLPGLREGI 
GELITPIGTSLPDLDPARRRWEGGIGRVGSEVADLCP 
GKEGGKVPE AEKEGVWCFSEL S FVKE PQDVTVTRKDP 
WLDCQAHGEVPI KVTWLKNGAKMSENKRIEVLSNGS 
LYISEVEGRRGEQSDEGFYQCIiAMNK\F*AIlxNQKAH 
IxALSRIGST*RPJlPDRP*EDEAF™TTHCFQDLLTSL 
IES 


2081 


B 


1 


3147 


MAKI SASRAEKVLEHPGEREKGREMAS PWNHS I LALA 
AVWI I SMVLLGRSIQASRKEKMQPPEKETPEVLHLD 
EAKDHNSLNNLRETLLSEKPNLAQVELELKERDVLSV 
FLPDVPETES YI S WNMALPPFFGQGRPGPPPPQPPP 

T»7AT.PnPPPPPT.PQD2iPDPPT.DnPPnDPP<^ZiC!ZiDPT.nD 
XJLcvUf vjV—ir c F FLi FO F rir F FFUF\^K.F\3Fc JrOriO/iir r Xj\£F 

PLALQPRASAQASRGGGGAGAFYPVPPPPLPPPPPQC 
RPFPGTDAGERPRPPPPGPGPPWSPRWPEAPPPPADV 
LGDAALQRLRDRQ WLEAVFGT PRRAGCPVPQRTHAGP 
SLGEVRARLLRALRLVRRLRGLSQALREAEADGAAWV 
LLYSQTAPLRAElaAERLQPLTQAAYVGEARRRLERVR 
RRRLRLRERAREREAEREAEAARAVEREQEIDRWRVK 
C VQEVEE KKRF FC E I LTDE LVLWE PSGRPQPQQLQ I L 
TAMSTSTFYDKELKTARENKEEELIDKLEVVTMPSPS 
PKGLPVKQYAVQSQLPVYEWPDVGSGEYDVGWASFG 
RLIjNEALILKFPYSALGGSGS PAPLTRLASPAAPQDG 
QVDLEGRALRPAARAGFSKHRGHGDALDGHAGLRPEL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HAPLTWADGLFSKFRKSLVSNKVSVS SHFVGFLMKH 

TYG» G T .TTP T & T . T7M\TR & AdCYZV <? PYOPfiTI PfST A G AP PAWL 

IxLVSPEHGLAPAPTTIRDPEAGHQERPEEEGEDEABA 
SSGSEEEPAPSSLQPGSPASPGPGRRLCSLDVLRGVR 
lxELAGARRRLSEGKLVSRPRALLHGLRGHRALSLCPS 
PAQSPRSASPPGPAPQHPAAPASPPRPSTAGAIPPLR 
SHKPTVAIYITTKRLPYFPIVNFXjFLIAQLPKLQYNK 
NVALTVKFLTKRF I SE YDPNLGMVCRKPTD PVDWPPL 
VT jdT iT iTT MKOFHSP YTEOFLALT GOFI C STVEOCTRO 
VTKAEGVALAGRFGCLFFEVSACLDFEHVQHVFHEAV 
REARRELEKSPLTPPLFI SEERALPHQAPLTARHGLA 
S CTFNTLS T INLKEMPTVAQAKLVTVKS SRAQS KRKA 
PTLTLLKGFKIF 


2082 


A 


85 


839 


RSGSLMAAAAATKILLCLPLLLLLSGWSRAGRADPHS 
LCTOITVIPKFRPGPRWCAVQGQVDEKTFLHYDCGNK 
TVTPVS Pl^KKLNVTTAWKAQNPVlxREVVDI LTEQLR 
DIQLENYTPKEPLTLQARMSCEQKAEGHSSGSWQFSF 
DGQ I FLLFD SEKRMWTTVHPGARKMKEKWENDKWAM 
SFHYFSMGDCIGWLEDFLMCSYrDSTLEPSAGAPLAMSS 
GTTQLRATATTLILCCLLILLPCFILPGI 


2083 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGSPVP* I SWSLLDGTMI 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TCYAQNTLGKDEMKVHLTVITAAPRIRQSNKTNKRIK 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFSIDRYT 
PWANOQT.TTltfKVTn^LDSGEYVCTVAFJtfP 
DWSKPPLINGLYTNRTVI KATAVRHSKKHFDCRAEG 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTLEIRN 
VRLSDSADFICVARNEGGESVLWQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEI I WILPNG 
TRFSNGPQS YQYLI ASNGSFI I SKTTREDAGKYRCAA 
RNKVGYIEKLVILEI GQKPVILTYAPGTVKGI SGESL 
SLHCVSDGI PKPNIKWTMPSGYWDRPQINGKYI LHD 
NGTLVI KEATAYDRGNYI CKAQNS VGHTLI TVPVMI V 
AYP PRI TNRPPRS I VTRTGAAFQLHCVALGVPKPE I T 
WEMPDHSLLSTASKERTHGSEQLHLQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2084 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGSPVP* I SWSLLDGTMI 
NNAMQADDSGHRTPJIYTLFNNGTLYFNKVGVAEEGDY 
TCYAQNTLGKDEMKVHLTVITAAPRIRQSNKTNKRI K 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFSIDRYT 
FHANGSLTINKVKLlxDSGEYVCVAPJTPSGDDTKMYKL 
DWSKPPLINGLYTNRTVI KATAVRHSKKHFDCRAEG 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTLEIRN 
VRLSDSADFI CVARNEGGESVLVVQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEI I WILPNG 
TRFSNGPQS YQYLI ASNGS FI I S KTTREDAGKYRCAA 
RNKVGYI EKLVILEIGQKPVI LTYAPGTVKGI SGESL 
SLHCVSDGI PKPNIKWTMPSGYWDRPQINGKYI LHD 
NGTLVI KEATAYDRGNYI CKAQNS VGHTLI TVPVMI V 
AYPPRITNRPPRS I VTRTGAAFQLHCVALGVPKPE IT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










WEMPDHSLLSTASKERTHGSEQLHIiQGTLVIQNPQTS 
DSGI YKCTAKN PLGSDYAATYI QVI 


2085 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGS PVP * I SWSLLDGTMI 
NNAMQADDS GHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TC YAQNTLGKDEMKVHLTVI TAAPRI RQSNKTNKRI K 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFSIDRYT 

r rlHIMooJj 1 XVi JN.V IxDUL/OVjCj X V v» V f\X\_LN ST O OfJ> J. -L IVXJ 

n WQ 1TDPT iTNYTT .VTKTR TVT KAT A VRHS KKHFD CRAEG 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTLEIRN 
V^SDSADFICVARNEGGESVLWQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTAIjNCSVDGNPPPEIIWILPNG 
TRFSNGPQSYQYLIASNGSFI ISKTTREDAGKYRCAA 
RNKVG Y I E KL VI LE I GQ KP VI LTY APGTVKGI SGESL 
SLHCVSDGIPKPNIKWTMPSGYVVDRPQINGKYILHD 
NGTLVIKEATAYDRGNYICKAQNSVGHTLITVPVMIV 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQLHLQGTLVI QNPQTS 
nQnTYKTTAlCMPIjGSDYAATYIOVI 


2086 


A 


180 


275 


MEEPQSDPSVEPPLSQETFSDLWKLLSENNVL 


2087 


A 


47 


1147 


MASMAAVLTWALALLSAFSATQARKGFWDYFSQTSGD 
KGRVEQI HQQKMARE PATLKD SLEQDLNNMNKFLEKL 
RPLSGSEAPRLPQDPVGMRRQLQEELEEVKARLQPYM 
AEAHELVGWNLEGLRQQLKPYTMDLMEQVALRVQELQ 
EQLRWGEDTKAQLLGGVDEAWALLQGLQSRWHHTG 
RFKELFHPYAESLVSGIGRHVQELHRSVAPHAPAS PA 
RLSRCVQVLSRKLTLKAKAXjHARIQQNLDQLREELSR 
AFAGTGTE EGAGPDPQMLS EEVRQRLQAFRQDT YLQI 
A A FTP. A T DOETEEVOOOLAP P P PGHS AFAPE FOOTDS 
GKVLSKLQARLDDLWEDITHSLHDQGHSHLGDP* 


2088 


A 


47 


1147 


MASMAAVLTWALALLSAFSATQARKGFWDYFSQTSGD 
KGR^QIHQQKMAJIEPATLKDSLEQDLNNMNKFLEKL 
RPLSGSEAPRLPQDPVGMRRQLQEELEEVKARLQPYM 
AEAHELVGWNLEGLRQQLKPYTMDLMEQVALRVQELQ 
EQLRWGEDTKAQLLGGVDEAWALLQGLQSRWHHTG 
RFKELFHPYAESLVSGI GRHVQELHRS VAPHAPAS PA 

PT .CP C\7C\\Tt .QP VT .TT ,Y A If ZiT.W AP TnfYWTiDOIjPEETjSR 
AFAGTGTEEGAGPDPQMLSEEVRQRLQAFRQDTYLQI 
AAFTRAIDQETEEVQQQLAPPPPGHSAFAPEFQQTDS 
GKVLSKLQARLDDLWEDI THSLHDQGHSHLGDP * 


2089 


A 


1199 


329 


DFGEFMRENRLTPFLDPRYKIDGSLEVPLERAKDQLE 
KHTRYWPMI I SQTTI FNMQAWPLASVI VKESLTEED 
VLNCQKTI YNLVDMERKNDPLPI STVGTRGKGPKRDE 
QYRIMWNELETLVRAHINNSEKHQRVLECLMACRSKP 
PEEEERKKRGRKREDKEDKSEKAVKDYEQEKSWQDSE 
FJJKGILERGKEELAEAEIIKDSPDSPEPPNKKPLVEM 
DETPQVEKSKGPVSIJjSLWSNRINTANSRKHQEFAGR 
LNSVNNRAELYQHLKEENGMETTENGKASRQ 


2090 


A 


3 


456 


RWNSIMELALLCGLiWMAGVI PIQGGI LNLNKMVKQ V 
TGKMP I LS YWP YGCHCGLGGRGQPKDATDWCCQTHDC 
CYDHLKTQGCGIYKDYYRYNFSQGNIHCSDKGSWCEQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 

la^t simiim 

icui euiiiuv 

acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possfl)le nucleotide deletion,=possible nucleotide 
insertion) 










QliC^CDKEVAPCLKRNLDTYQKRLRFYWRPHCRGQTP 
GC 


2091 


A 


27 


489 


EGEEPRD*PKMPLTPEPP/VWARGGAPRMGSSPMALT 
ALWALHPHHAGPGHPGCALHPHHRCVG*TPVPPCSPP 
R PQ P P CTHP GVAPRRRAVD * AHGHR PRAL * GLVWLCG 
PPADRSGP*ASHPATWAPRPYWRSQPGAPSGGPSPGR 
GGPPPQA 


2092 


A 


2022 


617 


VI PPVLTARGPRPRGAGAMVRGRI SRLSVRDVRFPTS 

TLGKGTEWVCAVNALAHHVLNKDLKDIVGDFRGFYR 

GKP WKLLVDMDPRMLVS C I D FRY I TD VLTEED ALE I 
LQKGQ I GKKERE KQMLAQGY PAYTT S CAWLG YS DDTL 
KQLCAQALKDGWTRFKVKVGADLQDDMRRCQI I RDM I 
GPEKTLMMDANQRVTOVPEAVEWMSKLAKFKPLWIEEP 
TSP*IjTFLGHATI\SKALVPFRELGICTRENSCHNRV 
IFKQLLQAKALQFLQIDSCRLGSWENLSVLLMAKKF 
EIPVCPHAGGVGLCELVQHLIIFDYISVSASLENRVC 
EYVDHLHEHFKYPVMIQRASYMPPKDPGYSTE\LKEE 
SCKRNTQYPQMGEVWEETPFPAQEN 


2093 


A 


63 


193 


SGRLAPHTSRRTSANCSDDAKSSDSCSPSRKT*WSGR 
NTNRIH 




A 






TDPOTTOMCDiaJiDPT C\7T , 'Dr'r , 13TiX3'D2V GAMTYT PrTIT O 
1 Fob 1 1 o vV o riuuiKbLb V LKL t KLnrAgAiyiL'ijr VjDJjF 

EPERSPRPAAGKEAQKGPLLFDDLPPASSTDSGSGGP 
LLFDDLPPASSGDSGSLATSI SQMVKTEGKGAKRKTS 
EEEKNGSEELVEKKVCKASSVI FGLKGYVAERKGERE 
EMQDAHVI LNDI TEECRPPS SLI TRVS YFAVFDGHGG 

TFKHTDEEFLKQASSQKPAWKDGSTATCVLAVDNILY 
IANLGDSRAILCRYNEESQKHAALSLSKEHNPTQYEE 
RMRI QKAGGNVRDGRVLGVLE VSRS I GDGQYKRCGVT 
SVPDIRRCQLTPNDRFILLACDGLFKVFTPEEAVNFI 
LS CLEDEKI QTREGKS AADARYEAACNRLANKAVQRG 
SADNVTVMWRIGH 


2095 


A 


2 


541 


FVGHCVNTEGGFVCERGPGMRVSADRHSCQDTDECLG 
TPCQQRCKNSIGSYKCSCRTGFHLHGNRHSCV/DYTP 
RI PLCS P I FLAAFAPLDVNE CRRPLERRVCHHSCHNT 
Gfcrbr LL.lv- RFvjr KLKAL/KVoLia/ Ut rhbKAoFILHFA 
TPVTPVOE / CYCCLLRPHGLPCAODIDLLLGLOGHO 


2096 


A 


1206 


2266 


RHLLTIFHKLKIYKTINKIDFKKKRVTQLLVFCLFLC 
LFF S SEMVKNQTMVTE FLLLGFLLGPRI QMLLFGLF S 
LFYVFTLLGNGTILGLI SLDSRLHTPMYFFLSHLAW 
NI AYACNTVPQMLVNLLHPAKPI SFAGCMT*TFLFLS 
FAHTECLLLVLMS YDRYVAI CHPLRYF I IMTOKVCIT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
I LS VLRLACADTWLNQWI FAACMFI LVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
LRNVEVKGALRRALCKESHS 


2097 


A 


1206 


2266 


RHLLTIFHKLKIYKTINKIDFKKKRVTQLLVFCLFLC 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion 5 =possible nucleotide 
insertion) 










IiFYVFTLLGNGTI LGLI SLDSRLHTPMYFFLSHLAW 
NIAYACNTVPQMLVNLLHPAKPI SFAGCMT*TFLFLS 
FAHTECLLLVLMSYDRYVAI CHPLRYFI IMTWKVCIT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
I LS VLRLACADTWLNQ WI FAACMFI LVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 

LRNVEVKGALRRALCKESHS 


2098 


A 


276 


243 


EKWPD* SRAACPVLCRGNGQYSKGRCLCFSGWKGTEC 
DVPTTQCI D PQCGGRGI C IMGS CACNSGYKGES CEEA 


2099 


A 


4 


770 


RETGSVSLS PSGLEGAES YAVS PILYS S PDVKELWLE 
TLQGQRHSHTGVKSTPGQSAAILMKLRSSHNASKTLN 
ANNMETLIECQSEGDIKEHPLLASCESEDSICQLIEV 

W~Q W\n . CM PT7T ,MPP T » Q P A Q d A T .P.THT iTC A ST iPDO 

PLSIICGDSDTLPRPIQDILTILCLKGPSTEGIFRRA 
ANEKARKELKEELNSGDAVDLERLPVHLLAWFKDFL 
RS I PRKLLS SDLFEE WMGALEMQDEEDRI EALK 


2100 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 
LPSSW\DYRHVLPRQANFCIF/M*RRGFTMLARMVSI 
Q * PP TYT . P A T . A <3 n S AO T TGVSHHA P POMD FTF ALLC FA 
LKGCLPRQKEGGTLNLI 


2101 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 
LPS SW\DYRHVLPRQANFCI F /M* RRGFTMLARMVS I 
S * PRDLPALASQSAGI TGVSHHAPPQMDFTFALLCFA 
LKGCLPRQKEGGTLNLI 


2102 


A 


3 


b U U 


PD no VTQ UPVaTYTPVTM AfJPTT .VAT.WPPK PVPOT .YQ PR 

LMREYHAAPQPQKLKPHVFTVGEQTYRNVKSLIEPVN 
QSIWSGESGAGKTWTSRCLMKFYAVVATSPASWESH 
KIAERIEQRIl^SNPVMEAFGNACTLRNNNSSRFGKF 
Tr»T ntATOannMTYiA AVnTVT.T.PKTRVAnnAQSPRNKn 

PIPPELTRLLQQSQ 


2103 


A 


3 


600 


PRCRNS ARVADT F YTNAGCTLVALNPFKPVPQL YS PE 
LMREYHAAPQPQKLKPHVFTVGEQTYRNVKSLIEPVN 
QSIWSGESGAGKTWTSRCLMKFYAWATSPASWESH 
KI AERIEQRI LNSNPVMEAFGNACTLRNNNS SRFGKF 
IQLQLNRAQQMTGAAVQTYLLEKTRVACQAS SERNKD 

PTPPPT.TPTiT.nnQO 


2104 


A 


10 


435 


FKWLLKSHAI CFWTRS * SYCDNVCVPSLWAHHLGI RT 
EIPEFFLSKFLCTS 1 1 PHFTYRRQLiRLIQGSTE * EA* 
EDKLEQK*ALGAAQFTLPGMDVFVCFVFCF/ CLFEME 
SHSVT*ARVQWCDLGSLQPLPLGFKQFSCLGL 


2105 


A 


79 


1222 


CQRREDAAEFWLCFALDPSKDPCLKYKCSPHKVCVTQ 
DYQTALCVSRKHLLPRQKKGNVAQKHWVGPSNLVKCK 
PCPVAQSAMVCGSDGHSYTSKCKLEFHACSTGKSLAT 
LCDG\PCPCLPEP\EPPKHKGRKGVPCTDKELRNLAS 
RLKDWFGALHEDANRVI KPTS SNTAQGRFDTS I LPI C 
KDSLGWMLNKLDMNYDLLloDPSEINAIYLDKYEPCIK 
PLFNSCDSFKDGKPFLNNEWCLLPSQNPGGLP/CAQN 
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TABLE 7 



SEQ 

TTV 
UJ 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *= l Stop codon, 
/=possible nucleotide deletion, : =possibIe nucleotide 
insertion) 










EMNRIQ\KLSKGKSLLGAFIPRCNEEGYYKATQCHGS 
TGQCWCVDKYGNELAGSRKQGAVSCEEEQETSGDFGS 
GGSVVLLDDLEYERELGPKDKEGKLRVHTRAVTEDDE 
DEDDDKEDEVGYIW 


2106 


A 


174 


857 


MLNLAFTVGSFLLSAITLPLGIVMDKYGPRKLRLLGS 
ACFAVSCLLI AYGASKPNALS VLI F I ALALNGFGGMC 
MTFTSLTLPNMFGDLRFTFI ALMI GS YAS S AVT FPGI 
KL I YDAGVS FIVVLVVWAGCS GLVFLNCFFNWPLE PF 
PGPEDMDYS VKI KFSWLGFDHKITGKQFYKQVTTVGR 
RLSVGSSMRSAKEQVALQEGHKLCLSTVDRNSXRSXA 
LVSGYP 


2107 


A 


174 


857 


MLNLAFTVGSFLLSAITLPLGIVMDKYGPRKLRLLGS 
ACFAVS CLL I AYGAS KPNALS VL I FI ALALNGFGGMC 
MTFTS LTLPNMFGDLRFTF I ALMI GS YAS S AVTF PG I 
KLI YDAGVS FI VVLVVWAGCSGLVFLNCFFNWPLE PF 
PGPEDMDYS VKI KFSWLGFDHKI TGKQFYKQVTTVGR 
RLSVGSSMRSAKEQVALQEGHKLCLSTVDRNSXRSXA 
LVSGYP 


2108 


A 


1 


570 


YAAFGAWTRVSLPAPRCPALGGLASGPGESGPALLQ 
VCGAKC PGGAPRGENREKEETTRI GPGVMES KEKRAV 
NS LSMENANQENEEKEQVANKGE PLALPLDAGE YCVP 
RGNRRRFRVRQP I LQYRWDMMHRLGE PQARMREENME 
RIGEEVRQLMEKLREKQLSHSLRAVSTDPPHHDHHDE 
FCLMP 


2109 


A 


70 


993 


SEQKIQEQGYVWITVFSALPTTVSALHPRVLKPLSSL 
I HLQANSNP WE CNC KLLGLRD WLAS S AI TLNI YWQNP 
PSMRGRALRYINITNCVTSSINVSRAWAWKSPHIHH 
KTTALMMAWHKVTTNGSPLENTETENITFWERIPTSP 
AGRFFQENAFGNPLETTAVLPVQI QLTTSVTLNLEKN 
SALPNDAASMSGKTSLICTQEVEKLNEAFDILLAFFI 
LACVLI IFLIYKWQFKQKLKASENSRENRLEYYSFY 
QSARYNVTAS I CNTS PNSLES PGLEQIRLHKQI VPEN 
EAQVILFEHSAL 


2110 


C 


160 


297 


MILCHLMQAPYHLKVSWEPTDPPTLWKCWTNVSTNPP 
LSALRGHR 


2111 


A 


2 


951 


PRVRPRVRPRVRS SRPRSRDPS PRRARLRWQLRWKPR 
WCPRPPKTPGVWKRPRTRPRSSAGGSTGFPSSPILRR 
S PSTRRRS SRKAS PTATRATGTPPRQAQRKTARAAGR 
KKAb Ft*! Al AKj 1 KoMl bid \KPC3RKPfaW FoWfciVjKiNliiS 
TSSLSRLKPVSPGTITCPLRTPGSLLKDSKIPISIKH 
LTNLPSSHPWHQQPSRSEMPRTKI PVSKVLVRRVSN 
RGLAGTTI RATACHDS AQKWRS SRPRWMGPMPRNTT 
FPWETTKVSFAFPKESLL/WTPPVPRPAPERGPRRSL 
CPE*GPDNTRKRDATRGFLLSR 


2112 


A 


82 


435 


MLVLLPRSKAMPLLSVNVTLAFFPRNKEIVKYLLNQG 
ADVTLRAKNGYTAFDLVMLLNDPDI FGGELIGFLS W 
TELVRLLAS VFMQVNKDI GRRSHQLPLPHS KVPTALE 
HPSAAR* 


2113 


A 


83 


1138 


PRRMGSWVQLITSVGVQQNHPGWTVAGQFQEKKRFTE 
E VI E YFQKKVS PVHLKI LLTS DE AWKRF VRVAELPRE 
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622 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 

(tvtu rcsiuuc 

of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










EADALYEALKNLTPYVAIEDKDMQQKEQQFREWFLKE 
FPQIRWKIQESIERLRVTANEIEKVHRGCVIANWSG 
STGILSVIGVMLAPFTAGLSLSITAAGVGLGIASATA 
GIASSIVENTYTRSAELTASRLTATSTDQLEALRDIL 
HDITPNVLSFALDFDEATKMIANDVHTLRRSKATVGR 

PLI AWRYVP INVVETLRTRGAPTRI VRKVARNLGKAT 

omrr.Tnrr tyitttktt *\r/"vnoT t\t uvpuvopp a t7t t ti/"\t«77\ s^t? 
oVj V Jj V V liJJ V VW Jj V y Uo IjUijXllVuriSJ^SbiwijXjRyWAya 

LEENLNELTHI HQSLKAG 


2114 


A 


83 


1138 


PRRMGSWVQL I TS VGVQQNHPGWTVAGQFQEKKRFTE 
EVI EYFQKKVS PVHLKI LLTSDEAWKRFVRVAELPRE 

FPQIRWKIQESIERLRVIANEIEKVHRGCVIANWSG 
STGI LSVTGVMLAPFTAGLSLS I TAAGVGLGI ASATA 
GI AS S I VENTYTRSAELTASRLTATSTDQLEALRD I L 

WT5 T TPTJVT ifl F AT .nPTYR ATTfM T ,P P Q if A TV/HP 

PLIAWRYVPINVVETLRTRGAPTRI VRKVARNLGKAT 
SGVLVV1^VVNLVQDSLDLHKGEKSESAELLRQWAQE 
LEENLNELTHIHQSLKAG 


2115 


A 


700 


283 


VPP T.VQPTiQMPA PTfP Vr*\7 Q T? F VWMVTSTfU T(7QT .NTT .T ATP 
V V OxrUOiNJ c±\clW ILVarr X 111*11 LjIyTIXVjDXjIN JJXJVIv 

SRNKGALDTHAWSLSGNKGNVWQQAHVPISPSGPFQI 
I FEGVRGPGYLGDI AIDDVTLKKGE C PRKQTDPNKW 
VMPGSGAPCQS S PQLWGPMAI FLLALQR 


2116 


A 


700 


283 


VPRLVS PLSNPAPKFYCVSFFYHMYGKHI GSLNLLVR 

IFEGTOGPGxT^DIAIDDVTLKKGECPRKQTDPNKVV 
VMPGSGAPCQSSPQLWGPMAIFLIiALQR 


2117 


A 


554 


970 


MVLPFICl^LRRHPACRVLVHRPHGPELDADPYDPGE 
EDPAQSRALESSLraLQALQRHYHPEVSKAASVINQA 

T»QMPFVQ T A PT.T .FT VFT PPPTIT.If W flPFPtrPTYltTT. 

SQ PRACWDGRVK1CAQHFHAQLTL7VHL * 


2118 


A 


1 


541 


VHVC S S KMGALS TERLQ YYTQELGVRERS GHS VSL I D 
LWGLLVEYLLYQEENPAKLSDQQEAVRQGQNPYPIYT 
SVNVRTNLSGEDFAEWCEFTPYEVGFPKYGAYVPTEL 
FGSELFMGRLLQLQPE PRI CYLQGMWGS AFATS LDE I 
FLKTAGSGLS Fl^WYRGSVNI TDDCQKPQLHN | 


2119 


A 


1 


541 


VIWCSSKMGALSTERLQYYTQELGVRERSGHSVSLID 
LWGLLVEYLLYQEENPAKLSDQQEAVRQGQNPYPIYT 
SVNVRxTOiSGEDFAEWCEFTPYEVGFPKYGAYVPTEL 
FGS ELFMGRLLOLO PE PRI CYLOGMWGS AFATS LDE I 
FLKTAGSGLS FLEWYRGS VN I TDDCQKPQLHN 


2120 


A 


1 


1524 


PHPSGPRITHSHARETACQP/GSEQHPGPHGGQLPRG 
GRQGPELPSHVCRAQA\GRTGQEPSSERPHAGQGAGL 
WSGSPWGRGRTQPTHAPTEGATPRCPLRPSPRGSGRA 
GPTLIRAGLSGGRGGRSLCPCGFPRAGAVPARSSHNQ 
TS PVHEKSRH/ GPTASGPGCWWLGDPQGRRVPGLAVP 
* APAAGTPMDKLPGLHLPEQRLPS IGGPFSAGLS PSG 
QSREWQGGSQGSRSRQFSKKAPGPPPS\TGGGCLGCG 
GRGT\ RGS AHAG\ PWGS PHQQGS * GAPGSQAKGGTP * 
RKPAPANGSSEEQEEARGPQGLEVSSSQTSASHAGLG 
LQGNS TRGVGPGPR P PAE PTTGRS WARSRVNPD * EQA 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 

/^nnccihlp nnplon+irio Hola'tfrin — nnccihtp nnf*liwitfHp 
/ — pUaMUIC UUvlCUlIUc UclcllUllj pUaoLUlc UUUcuUUC 

insertion) 










SGA*TOSGSRSPGDALESSCNAPAWLQLCSAPCALGS 
RE PGQGLAVTQTLCGPQSLGH PRESHKTRPRYEAATS 
SACLGLALTGTFSVEETEMFMTRQRPTGRDLQRGTRP 
QGWQGPVPGTSHYGRARPALGEASDKQEANGA 


2121 


A 


233 


692 


DNHPSPPRLPSSRPGTKEVLKEIHISDTTADVIFYPI 
YRMSEMIFRRIKMPWLWLDLWYLMFKEGWEHKKSLKI 
LHTFTNSVIAERANEMNANEDCRGDGRGSAPSKNKRR 
AFLDLLLSVTDDEGNRLSHEDIREEVDTFMFEVLYIV 
RFRYH 


2122 


A 


2 


1115 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GS SVRLKCVASGHPRPDI TWMKDDQALTRPEAAE PRK 
KKWTLSLKNLRPEDSGKYTCRVSNRAGAINATYKVDV 
I QRTRS KP VLTGTHP VNTTVD FGGTTS FQ C KVR S D VK 
PVIQWLKRVEYGAEGRHNSTI DVGGQKFWLPTGDVW 
SRPDGSYLNKLLITRARQDDAGMYI CLGANTMGYSFR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGIPAG 
AVFILGTLLLWLCQAQKKPCTPAPAPPLPGHRPPGTA 
RDRSGDKDLPSLAALSAGPGVGLCEEHGSPAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 
S 


2123 


A 


2 


1115 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GS S VRLKCVAS GHPRPDI TWMKDDQALTR PEAAE PRK 
KKWTLSLKNLRPEDSGKYTCRVSNRAGAINATYKVDV 
IQRTRSKPVLTGTHPWTTVDFGGTTSFQCKVRSDVK 
PVIQWLKRVEYGAEGRHNSTIDVGGQKFVVLPTGDVW 
SRPDGS YLNKLLITRARQDDAGMYI CLGANTMGYSFR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGIPAG 
AVFILGTLLLWLCQAQKKPCTPAPAPPLPGHRPPGTA 
RDRSGDKDLPSLAALS AGPGVGLCEEHGS PAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 
S 


2124 


A 


2 


1115 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GS S VRLKCVASGHPRPD I TWMKDDQALTRPEAAE PRK 
KKWTLSLKNLRPEDSGKYTCRVSNRAGAINATYKVDV 
I QRTRS KPVLTGTHPVNTTVDFGGTTS FQCKVRSDVK 
PVIQWLKRVEYGAEGRHNSTI DVGGQKFWLPTGDVW 
SRPDGSYLNKLLITRARQDDAGMYICLGANTMGYSFR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGIPAG 

a VT?T T .flTT .T .T .WT . CH & PfT P A P A P PT tPfiWP P PGTA 

RDRSGDKDLPSLAALSAGPGVGLCEEHGS PAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 
S 


2125 


A 


3 


644 


PNWKRNPSLF* KVFPFMKKW/ QRGSLLPPKSLDYDR 
FSRN/DTPLGRVSIPLNKVDLTQMQTFWKDLKPCSDG 
SGSRGELLLSLCYNPSANSIIVNIIKARNLKAM\DIG 
GTSDP\YVKWL\MYK\DKRV\EKKKTVT\MKRNLNP 
\ IFNESFAFDI PTEKLRETTI IITVMDKDKLSRNDVI 
GKIYLSWKSGPGEVKHWKDMIARPRQPVAQWHQLKA 


2126 


A 


193 


883 


IMPCAQRSWLANLSWAQLLNFGALCYGRQPQPGPVR 
FPDRRQEHFI KGLPEYHWGPVRVDASGHFLS YGLHY 
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TABLE 7 



SEQ 
ID | 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










PITSSRRKRDLDGSEDWVYYRIFHEEKDLFFNLTVNQ 
GFLSNS YIMEKRYGNLSHVKMMAS S APLCHLSGTVLQ 
QGTRVGTAALSACHGLTGFFQLPHGDFFIEPVKKHPL 
VEGGYHPHIVYRRQKVPETKEPTCGLKGIVTHMSSWV 
EESVLFFW 


2127 


A 


87 


477 


I KSKLNQQVEVQE SEWRLTEAKGPTMGKE SGWDSGRA 
AVAAWGGVVAVGTVLVALSAMGFTS VGI AAS S I AAK 
MMSTAAIANGGGVAAGSLVAILQSVGAAGLSVTSKVI 
GGFAGTALGAWLGSPPSS 


2128 


A 


1993 


1379 


SLHLSERADWQYSQRAG/ DAVEVF FSRTARDNRLGCM 
FVRCAPSSRYTLLFSHGNAVDLGQMCSFYIGLGSRIN 
CN I F S YD YS G YGVS S GKP S E 1^ 1j XiuM D/^wy ajjK 
YGVSPENI ILYGQS IGTVPTVDLASRYECAAVI LHS P 
LMSGLRVAF PDTRKTYCFDAF PS I DKI SKVTS PVLVI 
HGTEDEVI DF SHGLAMYERC PRAVE PLWVEGAGHND I 
ELYAQYLERLKQF I SHEliirN fa x Ky fa is. 


2129 


A 


1993 


1379 


SLHLSERADWQYSQRAG/ DAVEVFFSRTARDNRLGCM 
FVRCAPSSRYTLLFSHGNAVDLGQMCSFYIGLGSRIN 
CNI F S YD Y S G YGVS S GKP S E KNL YAD I D AAWQ ALRTR 
YGVSPENI ILxvjQfaJLval VrX VJJi^faKiiiV-iiAVXiirxor' 
LMSGLRVAF PDTRKTYCFD AFPS I DKI S KVTS PVLVI 
HGTEDEVI D F S HGLAMYERC PRAVE PLWVEGAGHND I 
ELYAQYLERLKQF I SHELPNS *RQSK 


2130 


A 


3 


383 


PPGPKGDQGDEGKEGRPGIPGLPGLRGLPGERGTPGL 
PGPKGNDGKLGATGPMGMRGFKGDRGPKGEKGEKGDR 
AGDASGVEAPMMIRLVNGSGPHEGRVEVYHDRRWGTV 
CDDGWDKKDGDWCRM 


2131 


A 


3 


383 


PPGPKGDQGDEGKEGRPGIPGLPGLRGLPGERGTPGL 
PGPKGNDGKLGATGPMGMRGFKGDRGPKGEKGEKGDR 
AGDASGVEAPMMIRLVNGSGPHEGRVEVYHDRRWGTV 
CDDGWDKKDGDWCRM 


2132 


A 


1 


2789 


GI RTS S PKTEGKHEETVNKESDMKVPTVSLKVS E S VI 

DVKTTMESISNTSTQSLTAETKDIALEPKEQKHEDRQ 

SNTPSPPVSTFSSGTSTTSDIEVLDHESVISESSASS 

RQETTDSKS SLHLMQTSFQLLSASACPEYNRLDDFQK 

LTESCCSSDAFERIDSFSVQSLDSRSVSEINSDDELS 

GKGYALVPI IVNSSTPKSKTVESAEGKSEEVNETLVI 

PTEEAEMEESGRSATPVNCEQPDILVSSTPINEGQTV 

t ninr&T7nnT7P&I?^nPRMiSEKEDVCKTVEFLNEKLEK 

REAQLLSLSKEKALLEEAFDNLKDEMFRVKEESSSIS 

SLKDEFTQRIAEAEKKVQLACKERDAAKKEIKNIKEE 

LATRLNSSETADLLKEKDEQIRGLMEEGEKLSKQQLH 

NSNI IKKLRAKDKENENMVAKLNKKVKELEEELQHLK 

QVLDGKEEVEKQHRENI KKLN SMVERQEKDLGRLQVD 

MDELEEKNRS IQAALDS AYKELTDLHKANAAKDSEAQ 

EAALSREMKAKEELSAALEKAQEEARQQQETLAIQVG 

DLRLALQRTEQ AAARKED YLRHE I GELQQRLQEAENR 

NQELSQSVSSTTRPLLRQIENLQATLGSQTSSWEKLE 

KNLSDRLGESQTLLAAAVERERAATEELLANKIQMSS 

MESQNSLLRQENSRFQAQLESEKNRLCKLEDENNRYQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










VELENLKDEYVRTLEETRKEKTLLNSQLEMERMKVEQ 
ERKKAIFTQETIKEKERKPFSVSSTPTMSRSSSISGV 
DMAGLQTSFLSQDESHDHSFGPMPI S / AKWKQSL* CC 
KDGSRIKH\ IENLQSQLKLREGEITHLQLEIGNLEKT 
RS IMAEELVKLTNQNDELEEKVKEI PKLRTQLRDLDQ 
RYNTIIjQMYGEKAEEAEELRLDLEDVKNMYKTQIDEL 

LRQSLS 


2133 


A 


1 


2234 


MAASSIRDERTRTYYLPWRAPYTCNFRPSSAAVGRL 
GGWGRAQKWNNSGKCRFWEVSESLTLEDVAVEFTWEE . 
WQLLG PAQKDL YRDVMLENY S NL VS VG YQ AS KPDALF 
KLEQGE PWTVENE I HSQI C PGMYALYRKKHNG YR VKY 
DSEFQASMVWGVSWNI SPIDEGLLYI YKRHKEFTTEV 
DKGCETNIQMKDDKI KKVDNHLQMHSQKQRCLKRVEQ 
CHKHNAFGNI IHQRKSDFPLRQNHDTFDLHGKILKSN 
LSLVNQNKRYEIKNSVGVNGDGKSFLHAKHEQFHNEM 
NFPEGGNSVNTNSQFIKHQRTQNIDKPHVCTECGKAF 
LKKSRLI YHQRVHTGEKPHGCS I CAaKAr bKJvo^ij l an 
QRNHTGEKPYECTECDKAFRWKSQLNAHQKIHTGEKS 
YI CSDCGKGFI KKSRLINHQRVHTGEKPHGCSLCGKA 
FSKRSRLTEHQRTHTGEKPYECTECDKAFRWKSQLNA 
HQKAHTGEKSYICRDCGKGFIQKGNLIVHQRIHTGEK 
PYI CNECGKGF I QKGNLLI HRRTHTGEKPYVCNECGK 
GFSQKTCLI SHQRFHTGKTPFVCTECGKSCSHKSGLI 
NHQRIHTGEKPYTCbDCvjJsAr KJJJ^^ijiNKixrCK-inivjri 
RPYGCSDCGKAFSHLSCLVYHKGMLHAREKCVG/ CSQ 
IGKSLLRES *LITYT* SHTG* RLC*HGDSADAFCGSS 
DLIN*QCVPSREQSSHCEPACCQKFSLSR**NCHGIK 

NHYECR 


2134 


A 


3 


713 


RliAFPCGRPDYWALARRTIGTGLERKALGLPGS SERP 
TSVSSYQGTRIRCSNPGGKMRPLTEEETRVMFEKIAK 
YIGENLQLLVDRPDGTYC FRLHNDRVYYVS EKI MKLA 
ANI SGDKLVSLGTCFGKFTKTHKFRLHVTALDYLAPY 
AKYKVWI KPGAEQSFLYGNHVLKSGLGRI TENTSQYQ 
GVWYSMAD I PLGFGVAAKSTQDCRKVDPMAI WFHQ 
ADIGEYVRHEETLT 


2135 


A 


1 


350 


EGGTGVRSLSFYQHI ITVGTGHGSLLFYDIRAQKFLE 
ERASSSLDSMPGPAGRKLKLACGRGWLNQDDVWVNYF 

GGMGE F PNAL» YTML Y JM Vi F aJWJxiJ v VAVjcrf uiroouxivwi i 


2136 


6 


238 


1323 


XESVEIVSEVRVEVGELNI IKDWGRESVEKGGAVISM 
EAERVKGQAMIATGGVITGLAALKRQDSARSQQHVNL 
SPSPATQEKKPIRRRPRADWWRGKIRLYSPSGFFL 
ILGVLISIIGIAMAVLGYWPQKEHFIDAETTLSTNET 
QVIRNEGGWVRFFEQHLHSDKMKMLGPFTMGIGIFI 
FICANAILHENRDKETKIIHMRDIYSTVIDIHTLRIK 
EQRQMNGMYTGLMGETEVKQNGS SCASRLAANTI AS F 
SGFRSSFRMDSSVEEDELMLNESKSSGHLMPPLLSDS 
SVSVFGLYPPPSKTTDDKTSGSKKCETKSIVSSSISA 
FTLPVIKLNNCVIDEPSIDNITEDADNLKX 


2137 


A 


41 


1285 


VGEMTLIWRHLLRPLCLVTSAPRILEMHPFLSLGTSR 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TSVTKLSLHTKPRMPPCDFMPERYQVIFLVNSGSEAN 
BLAMLMARAHSNNI DI I S FRGAYHGCS PYTLGLTNVG 
IYKMELPGGTGCQPTMCPDVFRGPWGGSHCRDSPVQT 
IRKCSCAPDCCQAKDQYIEQFKDTLSTSVAKSIAGFF 
AEPIQGVNGWQYPKGFLKEAFELVRARGGVCIANEV 
QTGFGRLGSHFWGFQTHDVLPDI VTMAKGI GNGF PMA 
AVITTPEIAKSLAKCLQHFNTFGGNPMACAIGSAVIiE 
VI KEENLQENSQEVGTYMLLKFAKLRDE FE I VGDVRG 
KGLMIGIEMVQDKISCRPLPREEVNQIHEDCKHMGLL 
VGRGS I FSQTFRI APSMCI TKPEVDFAVEVFRS ALTQ 
HMERRAK 


2138 


A 


41 


1285 


VGEMTLIWRHLLRPLCLWSAPRILEMHPFLSLGI bK 
TS VTKLSLHTKPRMPPCDFMPERYQVI FLVNSGSEAN 
ELAMLMARAHSNNIDI IS FRGAYHGCS PYTLGLTNVG 
IYKMELPGGTGCQPTMCPDVFRGPWGGSHCRDSPVQT 
IRKC S CAPDC CQAKDQ Y I EQ r KDTLi S Tb VAKb 1 AKstrr 
AEPIQGVNGWQYPKGFLKEAFELVRARGGVCIANEV 
QTGFGRLGSHFWGFQTHDVLPD I VTMAKGIGNGF PMA 
AVI TTPE I AKSLAKCLQHFNTFGGNPMACAI GS AVLE 
VI KEENLQENSQEVGTYMLLKFAKLRDEFE I VGDVRG 
KGLMI GI EMVQDKI S CRPLPREEVNQ I HEDCKHMGLL 

TT/~to/"«£?TT?0/^ r PT3D T RT30Mr n T r rVDT?\mT?2i'\7T?^715 , PQZLT. , T , f*1 
VGRvjbJLr oUlrKJ-AlrbF'iUA UvxrciVUr AvfiVfKoAUiU 

HMERRAK 


2139 


A 


3 


362 


EGKPASAI VGGKPANILEFPWHVGIMNHGSHLCGGS I 
LNEWWVLSASHCFDQLNNSKLEI IHGTEDLSTKGIKY 
QKVDKLFLHPKFDDWLLDNDIALLLLKSPLNLSVNRI 
PICTSEISD 


2140 


A 


1 


663 


E I ANLI LAENCEAALALHL YRGGRLLQGHRI P FGVI F 
GGTDVNEDANQAEKNTVMGRVLEEARFAVAFTE SMKE 
MAQAQWVDPVFTREVKAKVKRAAGVRLIGEMPQEDLH 
AWKNCFAWNS S VSEGMS AAI LEAMDLEVPVLARN I 
PGNAAWKHEVTGLLFSN PQE FVHLAKRLVSDPALEK. 
E I WNGRE YVRMYHS WQVERDTYQQLI RKLEGS TED 


2141 


A 


8 


1516 


MSLVLLSLAALCRSAVPREPTVQCGSETGPSPEWMLQ 
HDLI PGDLRDLRVEPVTTSVATGDYS ILMNVSWVLRA 
DASIRLLKATKICVTGKSNFQSYSCVRCNYTEAFQTQ 
TRPSGGKWTFSYIGFPVEIjNTVYFIGAHNI PNANMNE 
DGPSMSVNFTSPGCLDHIMKYKKKCVKAGSLWDPNIT 
JV r Y TfTCrPRTVTTVM FTTT PLGNR YMAL I OHS T 1 1 GF S OV 
FE PHQKKQTRAS WI PVTGDSEGATVQLTPYFPTCGS 
DC I RHKGTWLC PQTGVPF PLDNNKSKPGGWLPLLLL 
SLLVATVA^VAGIYLMWRHERIK3CTSFSTTTLLPPIK 
VLWYPSEICFHHTICYFTEFLQNHCRSEVILEKWQK 
KKIAEMGPVQWLATQKKAADKVVFLLSNDVNSVCDGT 
CGKSEGSPSENSQDLFPLAFNLFCSDLRSQIHLHKYV 
WYFRE I DTKDDYNALS VC PKYHLMKDATAFCAELLH 
VKQQVSAGKRSQACHDGCCSL* 


2142 


A 


1 


622 


PDPCLNGGSCVDLVGNYTCLCAEPFKGLRCETGDHPV 
PDACLSAPCHNGGTCVDADQGYVCEYPEGFMGLDCRE 
RVPDDCE CRNGGRCLGANTTLCQC PIjGF FGLL CE FE I 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










TAMPCNMNTQC PDGGYCMEHGGS YLCQC PLGFFGLLC 
EFEITAMPCNMNTQCPDGGYCMEHGGSYLCVCHTDHN 
ASHSLPSPCDSDPSSCQAWRNE 


2143 


A 


3 


87 


PAMNVNDSVTKQKFDNLYCCRESILDG 


2144 


A 


406 


888 


IASQNFDPATVSVATAHKGAEPSRGTAWGPVAKRLQQ 
ELMTLMMPGDKRI S AYPESLI KWTPSMKQLAQCMKI * 
GISSCWSSSMTTHLYDAPTVKFLTPCYHPNVDTQGNI 
CLDILKEKWSAPYDIRTILLSIQCLIiGQLNIDSPIiNT 
HATKLWENPIALR 


2145 


A 


46 


1576 


APYLPDPMKHTLALLAPLLGLGIX3LALSQLAAGATDC 
KPLGPAEHLTFTPAARARWLAPRVRAPGLLDSLYGTV 
RRFLSWQLNPFPSELVKALLNELASVKVNEVVRYEA 
GYWCAVIAGLYLLLVPTAGLCFCCCRCHRRCGGRVK 
TEHKALACERAALMVFLLLTTLLLLIGWCAFVTNQR 
THEQMGPS I EAMPETLLS LWGLVS DVPQ/ GVGVS I GS 
AI HTQLRS S V\ TPCLAAVG S LGQVLQVS VHHLQTLNA 
TWELQAGQQDLEPAIREHRDRLLELLQB/ SQVPSVD 
HVLHQLKGVPEANFSSMVQEENSTFNALPALAAMQTS 
SWQELKKAVAQQPEGVRTLAEGFPGLEAASRWAQAL 
QEVEESSRPYLQEVQRYETYRWIVGCVLCSWLFWL 
CNLLGLNLGIWGLSARDDPSHPEAKGEAGARFLMAGV 
GLSFLFAAPLILLVFATFLVGGNVQTLVCQSWENGEL 
FEFADTPGNLPPSMNLSQLLGLRKNISIHQAY 


2146 


A 


3 


717 


DliKDTIGSVTKTPSGLYI IHPEGSSYPFEVMCDMDYR 
GGGWTVIQKRIDGI IDFQRLWCDYLDGFGDLLGEFWL 
GLKKI FYI WQKNTSFMLYVALESEDDTLAYASYDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLVNGQSVKSCSHLHNKTGWWFN 
ECGLANLNGI HHFSGKLLATGI QWGTWTKNNS PVKI K 
SVSMKIRRMYNPYFK 


2147 


A 


3 


717 


DLKDTIGSVTKTPSGLYI IHPEGSSYPFEVMCDMDYR 
GGGWTVIQKRIDGI IDFQRLWCDYLDGFGDLLGEFWL 
GLKKI FYI VNQKNTSFMLYVALESEDDTLAYASYDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLWGQSVKSCSHLHNKTGWWFN 
ECGLANLNG I HHFS GKLLATG I QWGTWTKNNS PVKI K 
SVSMKIRRMYNPYFK 


2148 


A 


3 


717 


DLKDTIGSVTKTPSGLYI IHPEGSSYPFEVMCDMDYR 
GGGWTVIQKRIDGI IDFQRLWL.DiJjD(j]? CaDJjJjUiiFWIi 
GLKKI FYI VNQKNTSFMLYVALESEDDTLAYASYDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLVNGQSVKSCSHLHNKTGWWFN 
ECGLANLNGIHHFSGKLLATGIQWGTWTKNNSPVKIK 
SVSMKIRRMYNPYFK ! 


2149 


A 


1397 


1565 


DRLESLLEMHI PGVYPNQWNTNFYLFI YFEAESHSVA 
QTGLQ*RHLGSLQLPPPQV 


2150 


A 


836 


633 


MSRNLRTALIFGGFISLIGAAFYPIYFRPLMRLEEYK 
KEQAINRAGIVQEDVQPPGLKVWSDPFGRK* 


2151 


A 


294 


1568 


MSLTIWTVCGVLSLFGALSYAELGTTIKKSGGHYTYI 
LEVFGPLPAFVRVWVELLI IRPAATAVI SLAFGRYIL 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










EPFFIQCEI PELAIKLI TAVGITWMVLNSMS VS WSA 
RIQIFLTFCKLTAILI 1 1 VPGVMQLI KGQTQNFKDAF 
S GRD SSI TRL PLAF YYGMYA YAGW F YLNFVTE E VEN P 
EKTI PLAICI SMAIVTIGYVLTNVAYFTTINAEELLL 
SNAVAVTFSERLLGNFSLAVPIFVALSCFGSMNGGVF 
AVSRLFYVASREGHLPEILSMIHVRKHTPLPAVIVLH 
PLTMIMLFSGDLDSLLNFLSFARWLFIGLAVAGLIYL 
RYKCPDMHRPFKVPLFI PALFSFTCLFMVALSLYSDP 
FSTGIGFVITLTGVPAYYLFI IWDKKPRWFRIMSEKI 
TRTLQI ILEWPEEDKL* 


2152 


A 


217 


378 


KNLFYSLSLI CS S YPS ILDHIVHI I ELIGRI PRRFSL 
SGKYSQDFFSHRGSIVM i 


2153 


A 


2046 


4541 


MTLALAYLLALPQVLDANRCFEKQSPSALSLQLAAYY 
YSLQIYARIjAPCFRDKCHPLYRADPKELIKMVTRHVT 
RHEHEAWPEDLISLTKQLHCYNERLLDFTQAQILQGL 
RKGVDVQRFTADDQ YKRETI LGLAETLEESVYS I AI S 
LAQRYSVSRWEVFMTHLEFLFTDSGLSTLBIENRAQD 
LHLFETLKTDPEAFHQHMVKYIYPTIGGFDHERLQYY 
FTLLENCGCADLGNCAI KPETHIRLLKKFKWASGLN 
YKKLTDENMS PLEALE PVLS SQNI LS I S KLVPKI PEK 
DGQMLS PS SLYTI WLQKLFWTGDPHLI KQVPGS SPEW 
LHAYDVCMKYFDRLHPGDLITWDAVTFS PKAVTKLS 
VEARKEMTRKAI KTVKHFI EKPRKRNSEDEAQEAKDS 
KVTYADTLNHLEKSLAHLETLSHSFILSLKNSEQETL 
QKYSHLYDLSRSEKEKLHDEAVAICLDGQPLAMIQQL 
LEVAVGPLDI S PKDIVQS AIMKI I SALSGGSADLGGP 
RDPLKVLEGWAAVHAS VDKGEELVS PEDLLEWLRPF 
CADDAWPVRPRIHVLQILGQSFHLTEEDSKLLVFFRT 
EAILKASWPQRQVDIADIENEENRYCLFMELLESSHH 
EAE FQHLVLLLQ AWP PMKS E YV I TNN PWVRLATVMLT 
RCTMENKEGLGNEVLKMCRSLYNTKQMLPAEGVKELC 
LLLLNQSLLLPSLKLLLESRDEHLHEMALEQITAVTT 
VNDSNCDQELLSLLLDAKLLVKCVSTPFYPRIVDHLL 
ASLQQGRWDAEELGRHLREAGHEAEAGSLLLAVRGTH 
QAFRTFSTALRAAQHWV* 


2154 


A 


2046 


4541 


MTLALAYLLALPQVLDANRCFEKQSPSALSLQLAAYY 
YSLQIYARLAPCFRDKCHPLYRADPKELIKMVTRHVT 

RHEHEAWPEDLI sltkqlhcynerlldftqaqi lqgl 

RKGVDVQRFTADDQ YKRETILGIiAETLEESVYS I AI S 
LAQRYSVSRWEVFMTHLEFLFTDSGLSTLEI ENRAQD 
LHLFETLKTDPEAFHQHMVKYIYPTIGGFDHERLQYY 
FTIiLENCGCADLGNCAI KPETHIRLLKKFKWASGLN 
YKKLTDENMS PLEALE PVLS SQNILS IS KLVPKI PEK 
DGQMLSPSSLYTIWLQKLFWTGDPHLI KQVPGSS PEW 
LHAYDVCMKYFDRLHPGDLITWDAVTFSPKAVTKLS 
VEARKEMTRKAI KTVKHFI EKPRKRNSEDEAQEAKDS 
KVTYADTLNHLEKSLAHLETLSHSFILSLKNSEQETL 
QKYSHLYDLSRSEKEKLHDEAVAICLDGQPLAMIQQL 
LEVAVGPUDI S PKDI VQSAIMKI I SALSGGSADLGGP 
RDPLKVLEGWAAVHAS VDKGEELVSPEDLLEWLRPF 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,==possible nucleotide 
insertion) 










CADDAWPVRPRIHVLQILGQo r HJj i ishiLibisJjij v r r k i 
EAILKASWPQRQVDIADIENEENRYCLFMELLiESSHH 
EAEFQHLVLLLQAWPPMKS EYVI TNNPWVRLATVMLT 
RCTMENKEGIjGNEVLKMCRSLYNTKQMLPAEGVKELC 
LLLLNQSLLLPSLKLLLESRDEHLHEMALEQITAVTT 
VNDSNCDQELLSLLLDAKLLVKCVSTPFYPRIVDHLL 
ASLQQGRWDAEELGRHLREAGHEAEAGSLLLAVRGTH 
QAFRTFSTALRAAQHWV* 


2155 


A 


2 


362 


QELERSMAQRCVCVLALVAMLLLVFPTVSRSMGPRSG 
EHQRASRI PSQFSKEERVAMKEALKVFPTWSTSFIQ 
HEV\^EYSHLFTIQGSDPSIjQFxijiuYLAiih uv v rAFrsis 
GWEVPPFSG 


2156 


A 


940 


2040 


MALRFLLGFLIAGVDLGVYLMRLELCDPTQRLRVALA 
GELVGVGGHr L»r iAaJjAli voJNJJVMKr JjyKi v l-L ihrLiur u 
FYGWPGLFLE S ARWLI VKRQ I EEAQS VLRI LAERNRP 
HGQMLGEEAQEALQDLENTC PLPATS S FS F ASLLNYR 
NIWKNLLILGFTNFIAHAIRHCYQPVGGGGSPSDFYL 
CSLLASGTAALACVFLGVTVDRFGRRGILLLSMTLTG 
IASLVLLGLWDYLNEAAITTFSVLGLFSSQAAAILST 
LLAAEVI PTTVRGRGLGL IMALGALGGLSGPAQRLHM 
GHGAFLQHVVLAACALLCILSIMLLPETKRKLLPEVL 
RDGELCRRPSLLRQPPPTRCDHVPLLATPNPAL* 


2157 


A 


317 


3 


MYALLGVFCLAI LVFLINCATFALKYRHKQVPLEGQA 
SMTHSHDWVWLCaJEAELLESMGDArJ^vyuiitii 1 i J..UK 
GPGACEESNHLLLNGGSHKHVQSQIHRSADS 


2158 


A 


3 


1048 


LLRARSPQGSERAGVGGAYMLSKGWWKBGRHGGHRRP 
RGWGAAGRRQSVPGGPAAP / PCTLYSVGADGRGQGHQ 
SRGCRPPGPPSAS SAPCLAWGAAGRARREG/ RSGRCR 
TEFSPGCTRR*ALT\CGAGPCRR*SR*RGTRRCLRPW 
ASPGTGAACGRCCCPPP* PHL FWL P P S LRL P AEMLLA 
GSRPTPACRSSPGGSVHTTTGSPASRRGSRCRGRSRP 
SPRPRPSVLSCHGVSL*TGRGRRRGCPRARGRRA/ GV 
APPSCRKSAR\CGGRPALRRAGPPSCALGPGAPPPHI 
WAPETAEPAPAVPCPERPGCPAPAAAPRPLS PDPAQL 
PALARLRPS PGFGERAHAQPA 


2159 


A 


190 


2392 


VPGEECDGITSMSAESGPGTRLRNLPVMGDGLETSQM 
STTQAQAQPQEANAASTNPPPPETSNPNKPKRQTNQL 
QYLLRWLKTLWKHQFAWPFQQPVDAVKLNLPDYYKI 
t if t DMnwiaT T TTKT? T iftNNY YWN AOE C I OD FNTMFTNC Y 
IYNKPGDDIVLMAEALEKLFLQKINELPTEETEIMIV 
QAKGRGRGRKETGTAKPGVSTVPNTTQASTP PQTQTP 
QPNPPPVQATPHPFPAVTPDLIVQTPVMTWPPQPLQ 
TPPPVPPQPQPPPAPAPQPVQSHPPIIAATPQPVKTK 
KGVKRKADTTTPTTIDPIHEPPSLPPEPKTTKLGQRR 
ESSRPVKPPKKDVPDSQQHPAPEKSSKVSEQLKCCSG 
ILKEMFAKKHAAYAWPFYKPVDVEALGLHDYCDIIKH 
PMDMSTI KS KLEARE YRDAQE FGADVRLMFSNCYKYN 
PPDHEWAMARKLiQDVFEMRFAKMPDE PEE P WAVS S 
PAVPPPTKWAPPSSSDSSSDSSSDSDSSTDDSEEER 
AQRLAELQEQLKAVHEQLAALSQPQQNKPKKKEICDKK 
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sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










EKKKEKHKRKEEVEENKKSKAKEPPPKKTKKNNSSNS 
NVS KKE P APMKS KP P PTYE S E E E DKC KPMSYEEKKUJj 
SLDINKLPGEKLGRWHIIQSREPSLKNSNPDEIEID 
FETLKPSTLRELERYVTSCLRKKRKPQ/ASEKVDVIA 
GSSKMK6FSSSESESSSESSSSDSEDSET6PA 


2160 


A 


108 


440 


MQATSNLLNLIJ^SLFAGIjNPSKTHI^ 
AQDPDGRGI CTWAPEQNLCSRDAKSRQLRQLLEKVQ 
NMSQS I EVLNLRTQRDFQYVLKMETQMKGLKAKFRQ I 


2161 


A 


18 


467 


REELGKDLFDCTLYVLLKYDDFNADKHLiALEEFYRAF 
QVIQLSLPEDQKLSITAATVGQSAVIjSCAIQGTJLiKPF 
IIWKRNNIILNNLDLEDINDFGDDGSLYITKVTTTHV 
GNYTCYADGYEQVYQTHI FQVNVPPVIRVYPESQARR 
AG 


2162 


A 


79 


415 


MFYQMI WTNGPAKLPASSTKHDLYLCNSFTGPSNI IW 
NLGSRYI FTVI KHGLGFFliNTI IiAVIjN IAC3KJN.LK.1- x Jv 
FC*TGWKLGWSIGPNHLIKHLQTVQQNTIYIRRPSKG 
VAQVRTRGS 


2163 


A 


59 


447 


ITVDRNTETRTSSFSIISVPASST*GSPSRVIYAKLG 
GEILDYRDLAALPECSKAIYDIDRPDMISYSPYISHSA 
GDRQ S YGES PQL1I1S PTPTbGDQlJDRb I Js.y LK JLobFoo 
TGLVSLGRYTPTSRAPQH 


2164 


A 


3 


493 


DPRVRFTVCGTPTYVAPE I LSEKGYGLEVDMWAAGVI 
LYILLCGFPPFRSPERDQDELFNIIQLGHFEFLPPYW 
DNI SDAAKDLVSRLLWDPKKRYTAHQVLQHPWIETA 
G/EDQYSETTEAGVPQQRGSLPEPAQEGCGAGI IVTT 
LGI C PAPS S AQGQRKG 


2165 


A 


3 


493 


DPRVRFTVCGT PTYVAPE I LS EKGYGLE VDMWAAGVI 
LYILLCGFPPFRSPERDQDELFNIIQLGHFEFLPPYW 
DNI SDAAKDLVSRLLWDPKKRYTAHQVLQHPWIETA 
G/EDQYSETTEAGVPQQRGSLPEPAQEGCGAGI IVTT 
LGICPAPSSAQGQRKG 


2166 


A 


1334 


470 


SAAQLSLCSRLQLTLYQYTTCPFCSGVRAFIjDFHALP 
YQWEVNPERRAEIKFSSYRKVPILVAQEGESSQQLN 
DSSVIISALKTYLVSGQPLEEIITYYPAMKAVNEQGK 
EVTEFGNKYWLMLNEKEAQQVYGGKEARTEEMKWRQW 
ADDWLVHLI S PNVYRT PTE ALAS FDYI VREGKFGAVE 
GAVAKYMGAAAM YL I SKRLKSRHRLQDNVREDLYEAA 
DKWVAAVGKDRPFMGGQKPNLADLAVYGVLRVMEGLD 

ft TP'HT^T .MAUTUT O 'DTaTVT ,D \ TT?!? A T TP A CDSU 
AC UULA y L\2riltlJ.\^C W I1JIS.V CaXvrlJL XIlrlDirrvri 


2167 


A 


996 


214 


GRIRMQRQSTTGGRGIMEGPRGWLVLCVLAI SLASMV 
TEDLCRAPDGKKGEAGRPGRRGRPGLKGEQGEPGAPG 
IRTGIQGLKGDQGEPGPSGNPGKVGYPGPSGPLGARG 
IPGIKGTKGSPGNIKDQPRPAFSAIRRNPPMGGNVVI 
FDTVI TNQEE PYQNHSGRFVCTVPG YYYFTFQVL SQW 
EI CLS I VS S SRGQVRRSLGFCDTTNKGLFQWSGGMV 
LQLQQGDQVWVEKDPKKGHIYQGSEADSVFSGFLIFP 
SA 


2168 


A 


3 


420 


LRRFSTDCSSDQQDRLNGTAPSGFNRS*PVPLPHPIL 
EVCPGQ*EPQSAISLTAFQVQAGASRASPGPPAPSSS 
KPGRKAKVASPCPDRPAPPPT * PRPAAAPGSES S PRP 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










PRPRTGRRQQRAHARRAAARTAPWRPSC 


2169 


A 


2744 


496 


ENEEQDSQNEGSTDEKSSPASSQEGSPSGDQQFSPKS 
NTEKSKGELMFDDSSDSSPEKQERNLNWTPAEVPQLA 
AAKRRLPQGKEPGLINLCANVPPVPGNI LPPEVRGNL 
MAAGQNLQSSERSEMIATWSPAWTLRNITNNADIQQ 
MNRPSNVAHILQTLSAPTKNLEQQVNHSQQGHTNANA 
VLFSQVKVTPETHMLQQQQQAQQQQQQHPVLHLQPQQ 
IMQLQQQQQQQI SQQPYPQQPPHPPSQQQQQQQQPPP 
SPQQHQLFGHDPAVEIPEEGFLLGCVFAIADYPEQMS 
DKQLLATWKRI IQAHGGTVDP\ PSRVDARTFSVRVKS 
AAR/ IAQAIRERKRCVTAHWLNTVLKKKKMWPHRAL 
HFPVAFPPGGKPCSQHI I SVTGFVDSDRDDLKLMAYL 
AGAKYTGYLCRSNTVLICKEPTGLKYEKAKEWRIPCV 
NAQWLGDILLGNFEALRQIQYSRYTAFSLQDPFAPTQ 
HLVLNLLDAWRVPLKVSAELLMS IRLPPKLKQNEVAN 
VQP\SSKRARIED\VPPPTKKLTP\ELTPF\VLFTGF 
EPVQVQQYI \ KKLYILGGEVAESAQKCTHLIASKVTR 
TVKFLA\ AI SWKHI VTPEWLEECFRCQKFIDEQNYI 
LRDAEAEVLFSFSLEESLKRAHVSPLFKAKYFYITPG 
\ICPSLSTMKAIVECAGGKVLSK\QPSFRKLMGAQAG 
TSSLFGK*F*LSC\ENDLHFIR\EYFARG\IDVHNAE 
F\VLTEVLTQTLDYESYKV 


2170 


A 


2744 


496 


ENEEQDSQNEGSTDEKSS PAS SQEGS PSGDQQFS PKS 
NTEKSKGELMFDDSSDSSPEKQERNLNWTPAEVPQLA 
AAKRRLPQGKEPGLINLCANVPPVPGNI LPPEVRGNL 
MAAGQNLQSSERSEMIATWSPAVRTLRNITNNADIQQ 
MNRPSNVAHILQTLSAPTKNLEQQVNHSQQGHTNANA 
VLFSQVKVTPETHMLQQQQQAQQQQQQHPVLHLQPQQ 
IMQLQQQQQQQI SQQPYPQQPPHPFSQQQQQQQQPPP 
S PQQHQLFGHDPAVE I PEEGFLLGCVFAIADYPEQMS 
DKQLLAT WKR I I Q AHGGTVD P \ PSRVDARTFSVRVKS 
AAR/ 1 AQAI RERKRC VTAHWLNTVLKKKKMVP PHRAL 
HFPVAFPPGGKPCSQHI I SVTGFVDSDRDDLKLMAYL 
AGAKYTGYLCRSNTVLI CKE PTGLKYEKAKE WRI PCV 
NAQWLGDI LLGNFEALRQ I Q YSRYTAFSLQDPFAPTQ 
HLVLNLLDAWRVPLKVSAELLMS IRLPPKLKQNEVAN 
VQP\SSKRARIED\VPPPTKKLTP\ELTPF\VLFTGF 
EPVQVQQYI \ KKLYILGGEVAESAQKCTHLIASKVTR 

tmmpT 3V\ A T T\ TTTUTXTTDT? VTT T71?r , T?'PfYYK' J?Trn7<"WVT 

J. VKJ? JjA\AX o V V JxrU. V 1 faVUjaa\^r Kv-y*^ J-UJayw X X 
LRDAEAEVLFS FSLEESLKRAHVS PLFKAKYF YI TPG 
\ ICPSLSTMKAI VECAGGKVLSK\QPSFRKLMGAQAG 
TSSLFGK*F*LSC\ENDLHFIR\EYFARG\IDVHNAE 
F\ VLTE VLTQTLD YE S YKV 


2171 


A 


3 


581 


GRRLRSEPRPARPPIARAWPPAPGADGRARRTRVPAP 
CLPRAPCYGVRPRAWRPRPARLRGGLVRWLLSGGPQP 
RRPRATERPS AGTGAAPRRTE PRGRCRGCGRGRG* GP 
RAWGLALCS PHSCSGAAWGPTTGSQRSWPAVARSWQG 
DSSRCPALRTTTVTAGSKAALPESAAEVSPMSSSPGR 
KRSGFAA 


2172 


A 


70 


993 


SEQKIQEQGYVWITVFSALPTTVSALHPRVLKPLSSL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X«=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










IHLQANSNP WE CNCKLLGLRDWLAS SAI TLNI YWQNP 
P SMRGRALRYIN I TNCVTS S I NVSRAWAWKS PHI HH 
KTTALMMAWHKVTTNGSPLENTETENITFWERI PTSP 
AGRFFQENAFGNPLETTAVLPVQIQLTTS V li»NiihiisJM 
SALPNDAASMSGKTSLICTQEVEKLNEAFDILLAFFI 
LACVLI IFLI YKWQFKQKLKASENSRENRLEYYSFY 
QSARYNVTASICNTSPNSLESPGLEQIRLHKQIVPEN 
EAQVILFEHSAL 


2173 


A 


2 


722 


AVRLNI SYPPQNLTMTVFQGDGTASTTLRNGSALSVL 
EGQSLHLVCAVDSNPPARLSWTWGSLTLSPSQSSNLG 
VLELPRVHVKDEGEFTCRAQNPLGSQHISLSLSLQNE 
YTGKMRPISGVMLGArGGAGATiUjVriior VvvK 
SCRKKSARPAVGVGDTGMEDANAVRGSASQGPL I E S P 
ADDSPPHHAPPALATPSPEEGEIQYASLSFHKARPQY 
PQEQEAIGYEYSE INI PK 


2174 


A 


2043 


1232 


SHI QHHGRGAQAPVKMVSWMI SRAWLVFGMLYPAYY 
SYKAVKTKNVKEYTOWMMYWIWALYTVIETVADQTV 
AWFPLYYELKI AFVI WLLS PYTKGASLI YRKFLHPLL 
S S KERE I DDYI VQAKERGYETMVNFGRQGLNIAATAA 
VTAAVKSQGAITERLRSF SMHDJj^TI lyijDhr VLHJKr' x 
QPLPEAKKKSKPAPSESAGYGI PLKDGDEKTDEEAEG 
PYSDNEMLTHKGPRRSQSMKSVKTTKGRKEVRYGSLK 
YKVKKRPQVYF 


2175 


A 


1 


790 


RGYNPNVNAGI INSFATAAFRFGHTLINPILYRLNAT 
LGEISBGHLPFHKALFSPSRIIKEGGIDPVLRGLFGV 
AAKWRAP S YLLS PELTQRLFS AAYS AAVDS AAT 1 1 QR 
GRDHGI PPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGb PGD1 DJjW FALiM V ejUJjI Jrljr 1 K V or* X LiEU^* / 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDS I QQVQADVF / RKRQEYPQDYLNCKRES 
PNVDPAKC 


2176 


A 


1 


790 


RGYNPNVNAGI INSFATAAFRFGHTLINPILYRLNAT 
LGEISEGHLPFHKALFSPSRI IKEGGIDPVLRGLFGV 
AAKWRAPSYLLS PELTQRLFS AAYSAAVDSAATI IQR 
GRDHGIPPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTKVCjF i JjML./ 
ML/STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDSIQQVQADVF/RKRQEYPQDYLNCKRES 


2177 


A 


1 


790 


RGYNPNVNAGI INSFATAAFRFGHTLINPILYRLNAT 
LGEISEGHLPFHKALFSPSRI IKEGGIDPVLRGLFGV 
AAKWRAPSYLLS PELTQRLFS AAYSAAVDSAATI IQR 
GRDHGI PPYVDFRVFCNLTSVKNFEDLQNEI KDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDSIQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2178 


A 


501 


187 


AGVKWYEHGLWQPPPPGLKRSSHLSLPSS *DHRHEYP 
CPANF*KIFF\VETRSHYVAQTSLEFLDSSNPPTSAS 
QNAGI \ * GMSHCAQPMQTFSLVKIGTNFLI F 
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TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2179 


A 


4312 


2359 


AEKKMLPVDGEERKSEGSDTEGDRTSPCAVSSLIVSN 
RYPRGGPYI I \ ATLKDLEVGGSGRRCSDPAGQPSNLL 
PQRGLGAPLPAETAHTQPSPNDRSLYLSPKSSSASSS 
LHARQSPCQEQAAVLNSRSIKISRLNDTIKSLKQQKK 
QVEHQLEEEKKANNEKQKAERELEGQIQRLNIEKKKL 
NTDLYHMKHSLRYFEE E S KDLAGRLQRS S QRI GELEW 
SLCAVAATQKKKPDGFS SRS KALLKRQLEQS IREQI L 
LKGHVTQLKE SLKEVQLERDQ YAEQI KGERAQWQQRM 
RKMSQEVCTLKEEKKHDTHRVEELERSLSRLKNQMAE 
PLPPDAPAVS S EVELQDLRKELERVAGELQAQVENNQ 
CI SLLNRGQK\ERLREQEERLQEQQERLREREKRLQQ 
LAEPQSDLEELKHENKSALQLEQQVKELQEKLGQVME 
TLTSAEKEPEAAVPASGTGGE SSGLMDLLEEKADLRE 
HVEKLELGF I QYRRERCHQNVHRLLTEPGDS AKDAS P 
GGGHHQAGPGQGGEEGEAAGAAGDGVAACGS YS EGHG 
KFLAAAQNPAAEPSPGAPAPQELGAADKHGDLCEASL 
TNSVEPAQGEAREGSSQDNPTA\ QPI VQLLGEMQDHQ 
EHPGLGSNCCVPCFCTAWLPRRRR 


2180 


A 


2 


1273 


GGALQCGDPLARSPAVPAPRVPAQPPPGlAaKKAfaKJ^ 
AATLAMAS P PAC PS EEDESLKGCELYVQLHGI QQVLK 
DCIVHLCISKPERPMKFLREHFEKLEKEENRQILARQ 
KSNSQ SDSHDEE VS PT P PN PVVKAKKKKWj V bAHVil 
EEDAVSYVRKVI PKDYKTMTALAKAI SKNVLFAHLDD 
NERSDIFDAMFPVTHIAGETVIQQGNEGDNFYWDQG 
EVDVYVNGEWVTNI SEGGS FGELALI YGTPRAATVKA 
KTDLKLWGIDRDSYRRILMGSTLRKRKMYEEFLSKVS 
ILESLEKWERLTVADALEPVQFEDGEKI WQGE PGDD 
FYI ITEGTASVLQRRS PNEEYVEVGRLGPSDYFGEIA 
LLLNRPRAATWARGPLKCVKLDRPRFERVLGPCSEI 
LKRNIQRYNSFISLTV 


2181 


A 


1 


303 


PTRPLERGPSGLGMGLIDGMHTHLGAPGLYIQTLLPG 
S PAAADGRLSLGDRILEVNGS SLLGLGYLRAVDLIRH 
GGKKMRFLVAKSDVETAKKIHFRTPPL 


2182 


A 


2227 


332 


MGKYTVRVATGDLLLAGS PNLVQLWLVGEHGEADLGK 
QLPPVWGKEAEFE IDVPLHIjGRLIjMVKLRKHNVLLSL 
DWFCKWISVQGPGTQGAAFFPCYRWVQGHGIICLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 
NVS LAKGLKDLAI KGTLDF INCVKRLEDFKKI F PHGK 

frrr TT iv T?Th\ r\rr\ ownTNTn R WET" VAT7T .XTf2 AKTPMT .T «P P P QP T iP 

ACLVLPPGMEDLKTQLEKELQAGSLFEVDFSLLDGVK 
PNVI I FKQQCVAAPLWLKLQPDGGLLPMVIQLQPP* 
HGCPPPLLFIiPSHPPMAWLLAKTWVRSSDFQLQQLQS 
HLLRGHLI AEVI AVATMRSLPSLHPI YKLLI PHFRYT 
MAINTLAQSSLVSEWGIFDLVVSTGSGSHVDILQRAM 
ACLTYHSLCPPDDLADRGLLDVKS S FYG* DAIRLWGI 
I SRE * \ YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLESRAQLCHFVTMCI FTCTGQHA 
SNHIiGQLDWYSWIPNGPCTMQKPPPI SKDVTEKDIVD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEE LASMDKE I EVRMAVLNLPCE YL * PSMVE 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
add residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










\NSVTI 


2183 


A 


2227 


332 


MGKYTVRVATGDLLLAGS PNL VQLWLVGEHGEADLGK 
QLPPWGKEAEFEIDVPLHLGRIilK^OiRKHNVLLSL 
DWFCKWI S VQGPGTQGAAFFPCYRWVQGHGI I CLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDLAIKGTLDFINCVKRLEDFKKIFPHGK 
TVLAERVYDSWKNDAFFGYQFLNGANPMLLRCSSRLP 
ACLVLPPGMEDLKTQLEKELQAGSLFEVDFSLLDGVK 
PNVI I FKQQCVAAPLWLKLQ PDGGLL PMVI QLQ PP * 
HGCPPPLLFLPSHPPMAWLLAKTWVRSSDFQLQQLQS 
HLLRGHLI AEVI AVATMRSLPSLHPIYKLLI PHFRYT 
MAINTLAQS SLVSEWGI FDLWSTGSGSHVDI LQRAM 
ACLTYHSLCPPDDLADRGLLDVKSSFYG*DAIRLWGI 
ISRE* \ YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLESRAQLCHFVTMCIFTCTGQHA 
SNHLGQLDWYSWI PNGPCTMQKPPPI SKDVTEKDIVD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEEIiASMDKE I EVRNAVLNLPCEYL * PSMVE 
\NSVTI 


2184 


A 


2227 


332 


MGKYTVRVATGDLLLAGS PNLVQLWLVGEHGEADLGK 
QLPPWGKEAEFEIDVPLHLGRLLMVKLRKHNVLLSL 
DWFCKWI SVQGPGTQGAAFFPCYRWVQGHGIICLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDLAIKGTLDFINCVKRLEDFKKIFPHGK 
TVLAERVYDSWKNDAFFGYQFLNGANPMLLRCSSRLP 
ACLVLPPGMEDLKTQLEKELQAGSLFEVDFbljLUbVK. 
PNVI I FKQQCVAAPLWLKLQPDGGLLPMVI QLQPP* 
HGCPPPLLFLPSHPPMAWLLAKTWVRS SDFQLQQLQS 
HLLRGHLI AEVI AVATMRSLPSLHPIYKLLI PHFRYT 
MAINTLAQSSLVSEWGIFDLWSTGSGSHVDILQRAM 
ACLTYHSLCP PDDLADRGLLDVKS SFYG* DAIRLWGI 
ISRE* \ YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLISLESRAQLCHFVTMCI FTCTGQHA 
SNHLGQLDWYSWI PNGPCTMQKPPPI SKDVTEKDIVD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEELASMDKE I EVRNAVLNLPCEYL* PSMVE 
\NSVTI 


2185 


B 


1 


1110 


MGLLI CLGALDARPERAPSACGEVWRERRGREPGLPT 
\n .a nrvp t? v\a\T(T{Tn.Q & a t .tt PAOPTTPflS KHLSTOV 
S S CGGRTGS PS SAS PLALRS I SRWGLSHLPHGAGLRT 
CS PAMPKPPHS AVGS CATRAS LI STAPRSRAPGP I DH 
PRAETCQRTVQELAGSSTCSPVQDPLGEASWAPEFEG 
SGPKRRANGRGAYGLRDTGVHSSGVAARSPAAAERWV 
QGFPKQNVHFVNDNTICYPCGNYVIFINIETKKKTVL 
QCSNGIVGVMATNIPCEWAFSDRKLKPLIYVYSFPG 
LTRRTKLKADQERDPFLYLFQVAEFLTQGCLQI SAFS 
PTSQRYQALLGQMWDLIRGHRFSVEKSVETSSSCSA 


2186 


A 


22 


960 


ARPGPDMAALYACTKCHQRFPFEALSQGQQLCKECRI 
AHPWKCT YCRTE YQQE S KTNT I CKKCAQNVQLYGTP 
KPCQYCNI I AAFIGNKCQRCTNSEKKYGPPYSCEQCK 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location oi 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










RKHLS S S SRAGHQEKEQYSRLSGGGHYNSQKTL STS S 
TONET PKKKS KFE S I TTNGDS FS PDLALDS PGTDHFV 
IIAQLKEEVATLKKMLHQKDQMILEKEKKITELKADF 
QYQESQMRAKMNQMEKTHKEWEQLQAKNREIjLKQAA 
ALSKSKKSEKSGAITSP 


z±o 1 


A 


fil 9 


ftl 9 


RS GRTWTG I G Y S KALQ S SNRNT KS LiLQNE FMMVYS F 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2188 


A 


612 


812 


RSGRTVVTGIGYSKAIiQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2189 


A 


612 


812 


RSGRTVVTG I GYS KALQ S SNRNT KSLLQNEFMMVYSF 
T3&T.3FKF3TWATFOHGGEATKSRSLSSTO I 


2190 


A 


612 


812 


RSGRTVVTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2191 


A 


612 


812 


RSGRTVVTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2192 


A ! 


936 


745 


RRNS PGLCFLLPSLFHLRLLWRLLLWHQVFFDVAI FV 
IGGI CSVSGFVHSLEGLI EAYRTNAED 


2193 


A 


122 


643 


MPSGCRCLHLVCLLCILGAPGQPVRADDCSSHCDLAH 
GCCAPDGS CRCDPGWEGLHCERCVRMPGCQHGTCHQP 
WQCICHSGWAGKFCDKDEHI CTTQS PCQNGGQCMYDG 
GGEYHCVCLPGFHGRDCERKAGPCEQAGS PCRNGGQC 
ODDQGFALNFTCRCLVGFVGARCDV* 


2194 


A 


1 


1406 


NWSRAPPAPVEDLSKVSYEELLQWSKEELIRSLRRA 
EAEKVS AMLiDxlbN Jj JL Kil V JMKKliy ijiUboJl J. KoJ-»rvuJ.r<W 
KLQEDNQELRDLCCFLDDDRQKGKRVSREWQRLGRYT 
AGVMHKEVALYLQKLKDLEVKQEEVVKENMEL/KELC 
VLLDEEKGAG\SQAAAAPSTARPACANSQP/ PTAPYV 
RDVGDGS STS STGSTDS PDHHKHHASSGS PEHLQKPR 
SEGSPEHSKHRSASPEHPQKPRACGTPDRPKALKGPS 
PEHHKPLCKGS PEQQRHPHPGS S PETLPKHVLSGSPE 
HFQKHRSGS S PEHARHSGGS PEHLQKHALGGSLEHLP 
RARGTSPEHLKQHYGGSPDHKHGGGSGGSGGSGGGSR 
EGTLRRQAQEDGS PHHRNVYSGMNE STLS YVRQLEAR 
VRQLEEENRMLPQASQNTGRPPTKNSSHMEKGWGSRA 
RRVLHWWQGCRGI GRCLATLTGS FRWS S 


2195 


A 


1461 


197 


GVTHLFLFGKRKLRNGI AEDLKGQADFr FLLi Vb&fW V 
ATGS PRAWLTCLI LPLPGI I FS VLPKAMSRPLLITFT 
PATDPSDLWKDGQQQPQPEKPESTLDGAAARAFYEAL 
IGDESSAPDSQRSQTEPARERKRKKRRIMKAPAAEAV 
AEGASGRHGQGRSLEAEDKMTHRILRAAQEGDLPELR 
RLLE PHE AGGAGGN I NARD AF WWT PLMCAARAGQGAA 
VSYLLGRGAAWVGVCELSGRDAAQLAEEAGFPEVARM 
VRESHGETRS PENRS PTPSLQ YCENCDTHFQDSNHRT 
STAHLLSLSQGPQPPNLPLGVPI S S PGFKLLLRGGWE 
PGMGLGPRGEGR?\NPI PTVLKRDQEGLGYRSAPQPRV 
THFPAWDTRAVAGRE\ T PPRVATLS WREERRREE \ KD 
RAWERDLRTYMNLEF 


2196 


A 


10 


768 


SFAGAAARPSTPPASGRGAAPGRPGPSPMDLRAGDSW 
GMLACLCTVLWHLPAVPALNRTGDPGPGPS IQKTYDL 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino • 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TRYLEHQLRSLAGTYLNYLGPPFNEPDFNPPRLGAET 
LPRATVDLEVWRSLNDKLRLTQNYEAYSHLLCYLRGIj 
NRQAATAELRRSLAHFCTSLQGLLGS I AGVMAALGYP 
LPQPLPGTE PTWTPGPAHSDFLQKMDDFWLLKELQTW 
LWRSAKDFNRLKKKMQPPAAAVTLHLGAHGF 


2197 


A 


1 


1054 


PPIARLQEFGTSRRHMAAPSGVHLLVRRGSHRIFSSP 
LNHIYLHKQSSSQQRRNFFFRRQRDISHSIVLPAAVS 
SAHPVPKHI KKPDYVTTGIVPDWGDSIEVKNEDQIQG 
LHQACQLARHVLLLAGKSLKVDMTTEEIDALVHREII 
SHNAYPSPLGYGGFPKSVCTSVNNVLCHGI PDSRPLQ 
DGDI INIDVTVYYNGYHGDTSETFLVGNVDECGKKLV 
EVARRCRDEAI AACRAGAPFS VIGNTI SHITHQNGFQ 
VCPHFVGHGIGSYFHGHPEIWHHANDSDLPMEEGMAF 
TIEPIITEGSPEFKVLEDAWTWSLD/TSKVSAQFEH 
TVLITSRGAQILTKLPHEA 


2198 


A 


2319 


957 


SPGTPAAGRTSRTVQT PF * SRTPLALMIGSENWPGLQ 
/ FPAKWAP * ANHLTF AGLTPNHSGTK\ WAGI SGTRLS 
LPGAGAAAPEVPRRCRRHCPECLQPAGNAAPEQSGGC 
RLAFL*ARSTSSRARGLLGSEVRRPGVAGSQRAKLLT 
P*LPFLLGVSSPSPKSGSRTAAMHQPRLSSPIQRRRK 
CSGEREASHYE PALS KAVRS VGGS PKS ASGDAGRARS 
\SRAPNSESSNMAARLAIEREEKAGD*QAARRRRGPP 
PPFTSGI *SRLPEAGTMSA*QPTLEFGG/SLP* SKGN 
SSHSKELEASPSWGRQPGAV\SGNCGMCPWGPEKTE 
GRCSRPVTTAWCSLCSSCCCPMTSLSIPSQNCSKRLL 
SSSLCSSSSRILQSSSTSSSFSSCSSTPSSSRLAWST 
S YS I S S KGPS S * QLCTLPS AS PFMSGS * TYAGKTPTA 
SYGQMDFKCCLYSRD 


2199 


A 


1 


3349 


MDQPEAPCS STGPRLAVARELLLAALEELSQEQLKRF 
RHKLRDVGPDGRS I PWGRLERADAVDLAEQLAQFYGP 
EPALEVARKTLKRADARDVAAQLQERRLQRLGLGSGT 
LLSVSEYKKKYREHVLQLHARVKERNARSVKITKRFT 
KLLIAPESAAPEEALGPAEEPEPGRARRSDTHTFNRL 
FRRDEEGRRPLTWLQGPAGI GKTMAAKKI LYDWAAG 
KLYQGQVDFAFFMPCGELLERPGTRSLADLILDQCPD 
RGAPVPQMLAQPQRLLFI LDGADELPALGGPEAAPCT 
DPFEAASGARVLGGLLSKALLPTALLLVTTRAAAPGR 
LQGRLCSPQCAEVRGFSDKDKKKYFYKFFRDERRAER 
AYRFVKENETLr AliCr VPr VL.WI VL. 1 V ljKyyjbaJLjvjKJJ 
LSRTSKTTTSVYIiLFITSVLSSAPVADGPRLQGDIjRN 
LCRIiAREGVLGRRAQFAEKELEQLELRGSKVQTLFLS 
KKELPGVLETEVTYQFIDQSFQEFLAALSYLLEDGGV 
PRTAAGGVGTLLRGDAQPHSHLVLTTRFLFGLLSAER 
MRDI ERHFGCMVSERVKQEALRWVQGQGQGCPGVAPE 
VTEGAKGLEDTEEPEEEEEGEEPNYPLELLYCLYETQ 
EDAFVRQALCRFPELALQRVRFCRMDVAVLSYCVRCC 
PAGQALRLI SCRLVAAQEKKKKSLGKRLQAR\LGGGS 
WLGTQLAPEVPFRPPCCDICPTPPPDPRLLQGKAFAR 
VPLNI AP I QPLPRGLASVERMNVTVLAGAGPGDPKTH 
AMTDPLCHLS SLTLSHCKLPDAVCRDLSEALRAAPAL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










TELGLLHNRLSEAGLRMLSEGLAWPQCRVQTVRVQLP 
DPQRGLQYLVGMLRQSPALTTLDLSGCQLPAPMVTYL 
CAVLQHQGCGLQTLSLSLPSDPTPS SFSGRCRE PGRR 
LGLE SRWPRS APE PSGRQRGED PGGGGRGRGRREEAR 
EGTPGPRAP PTAAPGRS SGSRLELCSLRALRAGNARP 
PDATHAAAASGDRGEPGPRPRVHVPPPGPAQRPPPPP 
RDRPRLPATARALGAGTADLPGGAAAGRLLLPPGPGV 
EQRDTGSHAGARRPGGAAAAQAQQLHGGRRRGPHHVC 
CPLSAQ 


2200 


A 


877 


446 


GI RCRFGTS E I RAHATAKATVAAFTASEGHAHPRWE 
LPKTDEGLGFNIMGGKEQNSPIYISRVIPGGVADRHG 
GLKRGDQLLSVNGVSVEGEQHEKAVELLKAAQGSVKL 
WRYTPRVLEEMEARFEKMRSARRRQQHQSYS 


2201 


A 


48 


474 


S CLARPFRAQVS S S GFRAQNF PGVGS WAVAVGAGMAQ 
LEGYCFSAALSCTFLVSCLLFSAFSRALREP\YMDEI 
FHLPQAQRYCEGHFSLSQWDPMITTLPGLYLVSVGW 
KPAIWI FGWSEHWCSIGMLRFVNLLFSVGNF 


2202 


A 


3140 


1502 


FRRLHSVPRGSALCAMDGIVPDIAVGTKRGSDELFST 
CVTNGPFIMSSNSASAANGNDSKKFKGDSRSAGVPSR 
VIHIRKLPIDVTEGEVI SLGLPFGKVTNLLMLKGKNQ 
AFIEMNTEEAANTMVNYYTSVTPVLRGQPIYIQFSNH 
KELKTDS S PNQARAQAALQAVN S VQSGNLALAAS AAA 
VDAGMAMAGQS PVLRI I VENLFYPVTLDVLHQI FSKF 
GTVLKI ITFTKNNQFQALLQYADPVSAQHAKLSLDGQ 
NIYNACCTLRIDFSKLTSLNVKYNNDKSRDYTRPDLP 
SGDSQPSLDQTMAAAFGLSVPNVHGALAPLAI PSAAA 
AAAAAGRIAIPGLAGAGNSVLLVSNLNPERVTPQSLF 
I LFGVYGDVQRVKI LFNKKEN ALVQMADGNQAQLAM S 
HLNGHKLHGKP I RI TL S KHQNVQLPREGQEDQGLTKD 
YGNSPLHRFKKPGSKNFQNIFPPSATTjHLSNIPPSVS 
EEDLKVLFSSNGGWKGFKFFQKDRKMALIQMGSVEE 
AVQALI DLHNHDIiGENHHLRVS F SKSTI 


2203 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSLALPLLLSWVAGGF 
GNAAS ARHHGLLAS ARQ PGVCHYGTKLACC YGWRRNS 
KGVCEATCEPGCKFGECVGPNKCRCFPGYTGKTCSQD 
VNECGMKPRPCQHRCVNTHGSYKCFCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 
GRDCLD I DE CASGKVI C P YNRRCVNTFGS YYCKCHI G 

FKCKCKQGYKGNGLRCSAI PENS VKEVLRAPGT I KDR 
I KKLLAHKN S MKKKAKI KNVT PE PTRT PT PKVNLQ P F 
NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLNISVDCSFNHG\ICDW\KQDR\EDDF 

DW\NPADR\DNAI \gfy\mavpglwqghk\ kdi grlk 

LLLPDLQPQSNFCLLFDYRLAGDKVGKLRVFVKNSNN 
ALAWEKTTSEDEKWKTGKIQLYQGTDATKSIIFEAER 
GKGKTGE I AVDGVLLVS GLCPDSLLS VDD 


2204 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSLALPLLLSWVAGGF 
GNAASARHHGLLASARQ PGVCHYGTKLACC YGWRRNS 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










KGVCEATCE PGCKFGECVGPNKCRCF PGYTGKTCSQD 
VNECGMKPRPCQHRCVNTHGSYKCFCLSGHMLMPDAT 

GRDCLDIDECASGKVICPYNRRCVNTFGSYYCKCHIG 
FELQYISGRYDCIDINECTMDSHTCSHHANCFNTQGS 
FKCKCKQGYKGNGLRCS AI PENS VKEVLRAPGTI KDR 
IKKLLAHKNSMKKKAKIKNVTPEPTRTPTPKVNLQPF 
NYEEI VSRGGNSHGG\ KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLNI SVDCSFNHG\ I CDW\ KQDR\ EDDF 
DW\NPADR\ DNAI \ GFY\MAVPGLWQGHK\ KDI GRLK 
LLLPDLQPQ SNFCLLFDYRLAGDKVGKLRVFVKNSNN 
ALAWEKTTSEDEKWKTGKIQLYQGTDATKSI IFEAER 
GKGKTGEIAVDGVLLVSGLCPDSLLSVDD 


2205 


A 


2814 


346 


VKKTKS I FNS AMQEMEVYVEN IRRKFGVFNYS PFRTP 
YTPNSQYQMLLDPTNPSAGTAKIDKQEKVKLNFDMTA 
SPKILMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATS SHFS ASEESMDFLDKSTAS PAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNIiDRSKAEMDLKELSESVQQQSTPVPLI SPKRQIR 
SRFQLNLDKTI ESCKAQLGINEI SEDVYTAVEHSDSE 
DSEKSDSSDSEYI SDDEQKS * GTSQEDTEDKEGCQMD 
KEPSAVKKKPKPTNPVEI KEELKSTS PASEKADPGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE\NELVIDLGEDHSGREGRKNKKEPKEP 

SPKQDVVtjKlirJrb 1 ivboilbrriSJLrViJiROOAy4.onA 

GATATTSTS STVTVTAPAPAATGS PVKKQRPLLPKE \ 
TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
S PL VTS SGSMSTLVS SVNGDLPI GTASADVAAD I AKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRI E I EKLQWLHQQElA SEMKHNLELTMAEMRQSWE 
QERDRLIAEVK1CQLELEKQQAVDETKKKQWCANFKKE 
AIFYCCWNTSYCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\SNKSSWSSSDEKRGS\TRSDHN/TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2206 


A 


2814 


346 


VKKTKS I FNS AMQEMEVYVEN I RRKFGVFNYS PFRTP 
YT PNSQYQMLLD PTNPS AGTAKI DKQEKVKLNFDMTA 
SPKTLMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATS SHFS ASEESMDFLDKSTAS PAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLI SPKRQIR 
SRFQLNLDKTI ESCKAQLGINEI SEDVYTAVEHSDSE 
DSEKSDSSDSEYI SDDEQKS * GTSQEDTEDKEGCQMD 
KE PS AVKKKPKPTNPVE I KEELKSTS PAS EKAD PGAV 
KDKAS PE PE KDF SGKAKP S PHP I KDKLKGKDETD S PT 
VHLGLDSDSE\NELVIDLGEDHSGREGRKNKKEPKEP 
S PKQDWGKTPPSTTVGSHS PPETPVLTRS SAQTSAA 
GATATTSTS STVTVTAPAPAATGS PVKKQRPLLPKE \ 
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TABLE 7 



SEQ 
ED 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion =possible nucleotide 
insertion) 










TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
SPLVTSSGSMSTLVSSVNGDLPIGTASADVAADIAKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRIEIEKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 
AI FYCCWNTS YCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\SNKSSWSSSDEKRGS\TRSDHN/TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2207 


A 


2814 


346 


VKKTKS I FNS AMQEMEVYVENI RRKFGVFNY S PFRTP 

YTPNSQYQMLLDPTNPSAGTAKI DKQEKVKLNFDMTA 

S PKI LM S KP VLS GGTGRRI SLSDMPRS PMSTNS S VHT 

GSDVEQDAEKKATSSHFSASEESMDFLDKSTASPAST 

KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 

NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 

SRFQLNLDKTIESCKAQLGINEI SEDVYTAVEHSDSE 

DSEKSDSSDSEYISDDEQKS*GTSQEDTEDKEGCQMD 

KEPSAVKKKPKPTNPVEIKEELKSTSPASEKADPGAV 

KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 

VHLGLDSDSE\NELVTDLGEDHSGREGRKNKKEPKEP 

SPKQDWGKTPPSTTVGSHSPPETPVLTRSSAQTSAA 

GATATTSTS STVTVTAPAPAATGSPVKKQRPLLPKB\ 

TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 

S PLVTS SGSMSTLVS S VNGDLPI GTASADVAAD I AKY 

TS KL\MDAI KGTM\ TE I YNDLS KN\ TTWKAQLAEDSQ 

G3jRIEIEKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 

QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 

AI FYCCWNTS YCDYPCQ\QAHWPEH\MKSCTQSATAP 

Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 

SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 

SDHSR\SNKSSWSSSDEKRGS\TRSDHN/TPSTQHGR 

SLLPGKESRAGTPFLGTSK 


2208 


A 


2814 


346 


VKKTKS I FNSAMQEMEVYVENIRRKFGVFNYS PFRTP 
YTPNSQYQMLLDPTNPSAGTAK^DKQEKVKLNFDMTA 
S PKI LMSKPVLSGGTGRRI SLSDMPRS PMSTNS S VHT 
GSDVEQDAE KKATS SHFSASEE SMDFLDKS TAS PAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKTIESCKAQLGINEI SEDVYTAVEHSDSE 
DSEKSDS SDSEYI SDDEQKS * GTSQEDTEDKEGCQMD 
KEPSAVKKKPKPTNPVEIKEELKSTSPASEKADPGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE\NELVIDLGEDHSGREGRKNKKEPKEP 
S PKQDWGKTP PSTTVGSHS P PETPVLTRS S AQTSAA 
GATATTSTS STVTVTAPAPAATGSPVKKQRPLLPKE\ 
TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
S PLVTS SGSMSTLVS SVNGDLPIGTASADVAAD I AKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRIEIEKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
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TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
Location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










AIFYCCWNTSYCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\SNKSSWSSSDEKRGS\TRSDHN/TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2209 


A 


1 


575 


GGI PHYLRGVNNARQPWHNADVRLRYGLRPGNATEEG 
LASLHSVLFRKQPFLWRAALLYYTIHRAARMSFRQLF 
QDLERYVQDADVRWE YCVRAKRGQTDTSLPGCF S KDQ 
VYLDGIVRILRHRQTIDFPLLTSLGKVSYEDVDHLRP 
HGVLiDNTRVPHFMQDLARYRQQLEHIMATNRLDEAEL 
GRLLPD 


2210 


A ! 


3 


1795 


LGLGSGTLLSVSEYKKKYREHVLQLHARVKERNARSV 
KI TKRFTKLLI APE S AAPEEALG PAEE PEPGRARRSD 
THTFNRLFRRDEEGRRPLTWLQGPAGI GKTMAAKKI 
LYDWAAGKLYQGQVDFAFFMPCGELLERPGTRSLADL 
ILDQCPDRGAPVPQMLAQPQRLLFILDGADELPALGG 

tm-ih » T^/~irrrr*\r\T7*T? 7\ TV C/""i "ft TJT7T nr*T T .C V7AT.T .DTAT.T.T I 1 

PEAAPCTDPr EAAfaoAKV Jjli^ijjuoJNi^lJjrli^JJJ-iV i x 
RAAAPGRLQGRLCSPQCAEVRGFSDKDKKKYFYKFFR 
DERRAERAYRFVKENETLFALCFVPFVCWIVCTVLRQ 
QLELGRDLSRTSKTTTSVYLLFITSVLSSAPVADGPR 
LQGDLRNLCRLAREGVLGRRAQFAEKELEQLELRGSK 
VQTLFLSKKELPGVLETEVTYQFIDQSFQEFLAALSY 
LLEDGGVPRTAAGGVGTLLRGDAQPHSHLVLTTRFLF 
GLLSAERMRDIERHFGCMVSERVKQEALRWVQGQGQG 
CPGVAPEVTEGAKGLEDTEEPEEEEEGEE PNYPLELL 
YCLYETQEDAFVRQALCRFPELALQRVRFCRMDVAVL 
SYCVRCCPAGQALRLI SCRLVAAQEKKKKSLGKRLQA 
SLGGG 


2211 


A 


2 


1177 


GFVEAGEECYCVS\GQECRDLCCFAHNCSLRPGAQCA 

HGDCCVRCLLKPAGALCRQAMGDCDLPE FCTGT S SHC 

PPDVYLLDGS PCARGSGYCWDGACPTLEQQCQQLWGP 

GSHPAPEAC FQWNS AGDAHGNCGQDSEGHFLPCAGR 

DALCGKLQCQGGKPSLLAPHMVPVDSTVHLDGQEVTC 

ni-iivT Tv t TJOTvrvr t\t t r*T r , T.T7i?Dn r Pr v P<^!DPM\7PO.QPPPP 
RoxU-iAljFibAyjjUijJjvjljoJj V 5rbi t\l »i v or\J\.v— rs. 

KNAFQELQRCLTACHSHGVCNSNHNCHCAPGWAPPFC 
DKPGFGGSMDSGPVQAENHDTFLLAMLLSVLLPLLPG 
AGLAWCCYRLPGAHLQRCSWGCRRDPACSGPKDGPHR 
DHPLGGVHPMELGPTATGQPWPLDPENSHEPSSHPEK 
PLPAVSPDPQADQVQMPRSCLW 


2212 


A 


1073 


480 


XXPDALSTVAEXPGRPTRPPTRTAAPWPRPGCS SASA 
PPTPASAPWPASPSSSSGRWSTDSRGPRPWEGSQGCW 
HCGSW*RT*CTCKIIGGPGSRGCAASSSWASSSRPSP 
SLPSAPSSCWPSPGIRASQTPPATTSPASGASFPSSG 
PSCSASMPTATGLTLLTSASSAISDPGGSVYA*SGMV 
HQSGKEPSTVYTS 


2213 


A 


1 


2454 


MALQNALYTGDLARLQELFPPHSTADLLLESRAAEPR 
WS SHQRACPIAYTLAQEHSHVEPRI APAGCVARLVEK 
PSRGSEEHLKSGPGP I VTRTASGPAIAFWQAVLAGDV 
GCVSRILADSSTGLAPDSVFDTSDPERWRDFRFNIRA 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










LRLWSLTYBEBLTTPLHVAASRGHTEVLR T J »T iRRRAR 
PD S APGGRT ALHEACAAGHTAC VHVLLVAGAD PN I AD 
QDGKRPLHLCRGPGTLECAELLLRFGARVDGRSEEEE 
E T PLHVAA£LGHVE LADLLLRRGAC PD ARNAEG WT PL 
IiAACDVRCQ S I TDAEATTARCLQLCS LLLSAGADADA 
ADQDKQRPLHLACRRGHAAWELLLSCGVSANTMDYG 
GHTPLHCALQGPAAALAQS PEHWRALLNHGAVRVWP 
GALPKVTiERWSTC PRT I EVIiMNTYS WOLPEEAVGLV 
TPETLQKHQRFYSSLFALVRQPRSLQHLSRCALRSHL 
EGSLPQALPRLPLPPRLLRYLQLDFEGVSPGICEQSQ 
LLGVQGCVEGKRRVGEGPSQNRPVPEPPEASESKPLL 
PDVHGLLRGPESRCPSLQRARLCTNSGQVALAAGGPA 
POAGVDAAI PNAEKRTDSGSRPFOGLLRSGTAHGGKD 
CPPGPHQVRLAGSRSAAHRRKRQLCAAATRGHPRPGP 
TLPTMRGLSLANEWIGASFAGRLTNTFCAGLGQAVPS 
MVALTTALPS FAEPPDAFYGPQELAAAAAAAAATAAR 
NNPEPGGRRPEGGLEADELLPAREKVAEPPPPPPPHF 
SETFPSLPGVDKLQGWDFRGHQDGGMLKQLSIQQWRA 
RSGF 


2214 


A 


757 


208 


NVFIEPRIQGFMKTSAHPGQKHPDFSMGLLFPLLAAL 
EVCSCGSSGSLGYNLPQNH\GLLGRNTLVLLGQMRRI 
S PFLCLKDRSDFRF PQEKVEVSQLQKA\ QAMS FLYDV 
LQQVFNFSHKALL\CCMEHDLPGPTPHFTSSAAGTPG 
DLLGAGDGRRRSWGQWVI EGSTLALRRYFQES I STLE 


2215 


A 


43 


1004 


QLWGFAAGSDSRPAMGCDGGTI PKRHELVKGPKKVEK 
VDKDAELVAQWNYCTLSQE ILRRPI VACELGRLYNKD 
AVTEFLLDKSAEKALGKAASHI KS I KNVTELKLSDNP 
AWEGDKGNTKGDKHDDLQRARFICPWGLEMNGRHRF 
CFLRCCGCVFSERALKEI KAE VCHTCGAAFQEDDVI V 
LNGTKEDVDVLKTRMEERRLRAKLEKKTKKPKAAESV 
SKPDVSEEAPGPSKVKTGKPEEASLDSREKKTNLAPK 
STAMNESSSGKAGKPPCGATKRSIADSEESEAYKSLF 
TTHSSAKRSKEESAHWVTHTSYCF 


2216 


A 


1323 


840 


FCPLGKPVMGPIFLDCRPFFLFPKPNQGTGTPLHNKV 
PYFFQ* GPFGPLWNHRTLFFFLRWSFALLAQAGVQWR 
DLGSLQPLPPGFK* FSCLSLPSIWDYRRLPPCPANFA 
FLVETGFLHVGQVGL * LLTSGDP SAS ASQSSGI TG\ V 
SHHTWP*LSFLLWI 


2217 


A 


17 


348 


ARAAARAGFSSYLKSLPDVRKKSLPLPEKPHKEENSE 
IWWREFDKQVFLLN*SPRRQSKLYTVDLESGLHYLL 
RVELAAHKSLAGAELKTLKDFVTVLAKLFPGRPPVK 


2218 


A 


1 


1206 


MALSSWPVVLRLNMADFVFSFLCLGIGTSIVLGILFY 
LLQAHRYLQEGMTYQLALS F YLTWAS VFLFLMTGMGE 
DEESALQTLLDPRSSYLLVSLEILPTNPSPLSPCAVS 
EDESEMRGLSLLRRQSQATGRLEPTFKHDSTLLALQG 
ALGLYDGHTPPYAACLGFEFRKHLGNPAKDGGNVTVS 
LFYRNDSAHLPLPLSLPGCPAPCPLGRFYQLTAPARP 
PAHGVS CHGPYEAVI PPGPGAI I PSTGPAVGMQRERS 
EVGSGVPARTVYASEQHAYMWHS ALI PDSGLRGKPTL 
SSRKPPQTSCGPEFANVLSLALCGALWCKARAMDQA 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unkno\vn, *=Stop codon, 
^possible nucleotide deIetion,=possible nucleotide 
insertion) 










RPRQL I GI DALRDPRAS SRTRAGGLGMI RRQEEE PAA 
RTVLARCDSSPSECPSHARAPYDT6PLFNAKG 


2219 


A 


1 


1594 


NGGGSLNNYSSPI PSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAI PI KQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 

PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKLN 
PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQS I QNMRGNAHCVD CE TQNPKWASLNLGVLMC I E 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSS IVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAILLLAHGSC 
EEVNETCGEGDGCTALHIiACRKGNWLAQLLIWYGVD 
VMARDAHGNTALTYARQAS SQEC INVLLQYGCPDECV 
* YLFYLTAVSLVQKQNGKNKDNS EFQKE I TNSANNS I 
FSTFRKLSKYTKC 


2220 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAI P I KQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 

PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKLN 
PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQSIQNMRGNAHCVDCETQNPKWASLNLGVLMCIE 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDIiQTAILLIiAHGSC 
EEVNETCGE GDGCTALHLACRKGNWLAQLL I WYGVD 
VMARDAHGNTALTYARQAS SQEC INVLLQYGCPDECV 
* YLFYLTAVSLVQKQNGKNKDNSE FQKE I TNSANNS I 
FSTFRKLSKYTKC 


2221 


A 


1 


1594 


NGGGSLNNYSSPI PSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAIPIKQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
S SLGDYMKNI HKKE I DLQTS T 1 K. V F<jK.W FfaJjA I oAv. 1 
PI S SSKSNGLSKDMDTGLGDS I CFS PS I SSTTS PKLN 
PPPS PHANKKKHLKKKSTNNFMI VS ATGQTWHFEATT 
YEERDAWVO AIOSOI LASLOS CE S SKS KSQLTSQSEA 
MALQS I QNMRGNAHCVDCETQNPKWASLNLGVLMC I E 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSS I VND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAI LLLAHGSC 
EEVNETCGEGDGCTALHLACRKGNWLAQLLIWYGVD 
VMARDAHGNTALTYARQAS SQECINVLLQYGCPDECV 
* YLF YLTAVS LVQKQNGKNKDNS E FQKE I TNSANNS I 
FSTFRKLSKYTKC 


2222 


A 


1 


1594 


NGGGSLNNYSSPI PSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTI GSG 
RAIPIKQMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










SSLGDYMKNIHKKEI DLQTSTI KVPGKWP SLATS ACT 
PI SS SKSNGLSKDMDTGLGDSI CFSPSI SSTTS PKLN 
PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MAJby o I QNMRGNAHC VDCBTQN PKWAS LNLGVIiMC I E 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
tjt.jupt.ppttjt CT/znnT.T.PTATannnTj^TTATT t T.aur'CP 

EEVNETCGEGDGCTALHLACRKGNWLAQLL I WYGVD 
VMARDAHGNTAL T YARQ AS S Q E C I NVLLQ YGC PDE CV 
* YLFYLTAVSLVQKQNGKNKDNSE FQKE I TNS ANNS I 

T? QTPP KT . Q 1TVT V P 


2223 


A 


2 


415 


GGFAAAVES FHHEDVLLFAALMAHELGHNLGIQHDHS 
ACFCKDKHFCLMHENITKESGFSSCSSDYFYQFLREH 
KGACLFNKPRPRGRKRRDSACGNGWEDTDQCDCGSL 
CQHHACCDENCILKAKA* CNDGPCCHK 


2224 


A 


53 


325 


MRLS VCLLLLTLALCC YRANAWCQALGSE I TGFLLA 
GKPVFKFQLAKPKAPLEAVAAKMEVKKCAnDTMAYEKR 


2225 


A 


9 


422 


ESRERSGNRRGAEDRGTCGLQS PSAMLGAKPHWLPGP 
LHS PGLPLVLVLLALGAGWAQEGSE PVLLEGECLWC 
E PGRAAAGGPGGAALGEAP PGRVAFAAVRSHHHE PAG 
ETGNGTSGAI YFDQVLVNEGGGFDRAS 


2226 


A 


42 


722 


MGCDGRVSGLLRRNLQPTLTYWSVFFSFGLCIAFLGP 
TLLDLRCQTHSSLPQISWVFFSQQLCLLLGSALGGVF 
KKl laAy bJjWAJjr IboliAlbljVr AVIPFLJRJDVivVljAbV 
MALAGLAMGCIDTVANMQLVRMYQKDSAVFLQVLHFF 
VGFGALLSPLIADPFLSEANCLPANSTGQHHLPRATC 
SMSPGCWGQHHVDAQALVQPDVPKADSQGPGREPEGP 
MPSG* 


9997 


TV 


AO 




MQaLIJljKvbWjJjKKN Liy r 1 Jbl x Wb VI* J? br GliClAr JjGP 
TLLDLRCQTHS SLPQI SWVFFSQQLCLLLGSALGGVF 
KRTLAQSLWALFTSSLAI SLVFAVIPFCRDVKVLASV 
MALAGLAMGC IDTVANMQLVRMYQKDS AVFLQVTaHFF 
VGFGALLSPLIADPFLSEANCLPANSTGQHHLPRATC 
SMS PGCWGQHHVDAQALVQPD VPKADSQGPGRE PEGP 
MPSG* 


2228 


A 


2 


474 


TGPTIKNMDGTFNVTSCLKMSSQEDPGTVYQCVVRH 

A ST ,HT PT .P. SMT7TT .T A AP US T . <3 T41TT3! K'TTCNTP Q T T4WWP T Q 

FIGVGLVLLIVLIPWKKICNKSSSAYTPLKCILKHWN 
SFDTQTLKKEHLIFFCTRAWPSYQLQDGEAWPPEGSV 
NINTYSTTV 


2229 


A 


2 


1654 


GRGDSSSSGSGSGSGSGSRACPARPSAPGLRAPTPPP 
RLPGASGAPAARLTLKFLAVTjLAAGMLAFLGAVICI I 
AS VPLAAS PARALPGGADNAS VASGAAAS PGPQRSLS 
ALHGAGGSAGPPALPGAPAASAHPLPPGPLFSRFLCT 
PLAAACPSGAQQGDAAGAAPGEREELLLLQSTAEQLR 
QTALQQEARIRADQDTI RELTGKLGRCESGLPRGLQG 
AGPRRDTMADGPWDS PALILELEDAVRALRDRIDRLE 
ELPARVNLSAAPAPVSAVPTGLHSKMDQLEGQLLAQV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 

111 3 1 etUllUU 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 

loci nrninn 

acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










liALEKERVALSHS SRRQRQEVE KELDVLQGRVAE LEH 
GSSAYS PPDAFKIS I PIRNNYMYARVRKALPELYAFT 
ACMWLRSRSSGTGQGTPFSYSVPG/QAGNEIVLLEAG 
HE PMELL I NDKVAQLPLS LKDNGWHHI C I AWTTRDGL 

me A VnnniST >CYZ . A D T V PWfST T .T T .nTiTrnDTT , 
ri On l \^L}<jt2iLi oVjEjIn j_Lrt/\VY n. it x rvir no mi jjo\^C]\J;U j. jj 

GGRFDATQAFVGDIAQFNLWDHALTPAQVLGIANCTA 
PLLGNVLPWEDKLVEAFGGATKAAFDVCKGRAKA 


2230 


A 


3 


913 j 


FMTDVN S WLLTFGFQLHNVI PGYPKPDMDAMEPSYEL 

T HTOMK'TnRlAm'Nr ClfQTT .nVOn'RVOK'nT iK AT7VTT .RT? PD 

lnJ, V 1I\.X VjJ-> WLJlMOXVOXJ-lvjr VyLEi V ^I\-V;JJXvf^-r V XUdXvXrJL' 

QL YGST I TS CQQAPKTKKFAS SGS VFGKGVKFALKDG 
RVTTDT T SVANEDGRRVAAI LNHAHYLENLHFT I DGV 
DTHYFVKPGPSEGDLAILGLSGGRRTLENGVNVTVSQ 
INTVLNGRTRR YTD I QLQYGALCLNTRYGTTLDEEKA 
RVLELSRQRAWQAWAREQQRLREGBEGLRAWTEGEK 
QQVLSTGRVQGYDGFFVT SVEQYPELSDSANNIHFMR 


2231 


A 


488 


75 


ASVPKTNKIEPRSYSIIPSCGIQAARACFEHSNFFKV 
NASGPAGHS AKS I EGAPRGKGRGRAVARLAADRPPAP 
KIQLRAF*LQQL*YTLLELELPRLLAPDLPSNGSSLK 
DLKWTHSNYRASKESCIVIFRHYLPGS 




A 


•a 
j 


i fli 

JL O -L 


WRPDVTiPMI»rENLVKSSEANSPAHEEFKTMLLIAHYY 
ATRSAAE S VYQL * AVSRVLLS LVY 


2233 


A 


1 


492 


KI KAKNLTNYDLCS I FLGTSTLLVWVGVIRYLGYFQA 
YNVLILTMQASLPKVLRFCACAmiYLGYTFCGWIVL 
GPYHDKFENLNTVAECLFSLVNGDDMFATFAQ I QQKS 
ILVWLFSRLYLYSFISLFIYMILSLFIALITDSYDTI 
KKFOONGFPETDLOEF 


2234 


A 


1 


492 


KI KAKNLTNYDLCS I FLGTSTLLVWVGVIRYLGYFQA 
YNVLILTMQASLPKVLRFCACAGMIYLGYTFCGWIVL 
GPYHDKFENLNTVAECLFSLVNGDDMFATFAQI QQKS 
ILVWLFSRLYLYSFISLFIYMILSLFIALITDSYDTI 
KKFQQNGFPETDLQEF 


2235 


A 


1 


576 


PCGEFHHSS/QKATPAEEVEDSNDSSYSEPPDVQQQL 
NHYQ S AALARNN S RVS P VPL S GAAAGTE QKTEA VLH C 
PFPE F S SGYI OS I RRHYRDKHGGKKLFKCKDCS F YTG 
FKSAFTMHVEAGHSAVPEEGPKDLRCPLCLYHTKYKR 
NMIDHIVLHREERVVPIEVCRSKLSKYLOGVVFRCDK 
CTFTCSR 


2236 


C 


60 


472 


MPLLEYARNMLRTWSSLPWTRFRVCLLSLSLFLWANR 
LEDSRSCQPNPMSLTTLPGHRLKEAVWLPAPSRTMSP 
HLDPNQLGI LLRVLRKEKEDGDYPDMMATHPS SRYEA 
CSSGITLAAPPTHGPRPTDPRIGPAP 


2237 


C 


60 


472 


MPLLEYARNMLRTWSSLPWTRFRVCLLSLSLFLWANR 
LEDSRSCQPNPMSLTTLPGHRLKEAVWLPAPSRTMSP 
HLDPNQLGI LLRVLRKEKEDGDYPDMMATHPSSRYEA 
CSSGITLAAPPTHGPRPTDPRIGPAP 


2238 


A 


129 


329 


VSNIVDPHQTVGLSTQEPGDIFTYSEFDGILGLAYPS 
LASE* SVPVLDNTMQRHLVAQDLFSVYMSR 


2239 


A 


130 


502 


DSRI PKEAPDQQKKKMGPPSLVLCLLSATVFSLLGGS 
SAFLSHHRLKGRFQRDRRNIRPNI ILVLTDDQDVELG 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










SMQVMNKTRRi^Q^GAnFINAFV 1 1 FMLL.PbKbb±Jj 
TGKYVHNHNTYMY 


2240 


A 


3 


498 


YKEWTQHFL*VTYETHPIYYLKISQPSGNPKKIIWM 
DCGIHAREWIAPAFCQWFVKEILQNHKDNSRIRKLLM 
NLDFYVLPVLNIDGYIYTWTTDRLWRKSRSPHNNGTC 

TKAVASFIESKNDDFCA 


2241 


A 


3 


498 


YKEVVTQHFL*VTYETHPIYYLKISQPSGNPKKIIWM 
DCGIHAREWIAPAFCQWFVKEILQNHKDNSRIRKLLM 
NLDFYVLPVLNIDGYIYTWTTDRLWRKSRSPHNNGTC 
FGTDLNRNFNASWCSIGASRNCQDQTFCGTGPVSEPE 
TKAVASFIESKNDDl' L_A i 


2242 


A 


972 


468 


MAAAGAGRLRRVAS ALLLRS PRLPARELSAPARLYHK 
KVVDHYENPRNVGS LDKT S KNVGTGLVGAP ACGDVMK 
LQIQVDEKGKIVDARFKTFGCGSAIASSSLATEWVKG 
KTVEEALTIKNTDIAKELCLPPVKLHCSMLAEDAIKA 
ALADYKLKQEPKKGEAEKK 


2243 


A 


1193 


548 


TQAWTRAEKDRKGS VRALRLHLERGP PT * RGSHPL\ Q 
SVPCIQKPSIFSSYPI/GIiPQSGGEPGPVGEQQPVKK 
PEQPSCGPASRMPLTSRSVPPGRGALPPDSLSTRKGL 
PRPSTAGHRVRESGHKVPVSQRLNLPVMGATRSNLQP 
PRKVAVPGPTR * RDQDS KQDFS S KPLQS VPGLASTQQ 
TLTPADSGPGTGGRDATRAGLPGVETMGNGVD 


2244 


A 


3 


773 


SLEMSSDGEPLSRMDSEDSI S STIMDVDSTT SSGRST 
PAMMNGQGSTTSSSKNIAYNCCWDQCQACFNSSPDLA 
DHIRSIHVDGQRGGVFVCLWKGCKVYNTPSTSQSWLQ 
RHMLTHSGDKPFKCWGGCNASFASQGGLARHVPTHF 
SQQNSSKVSSQPKAKEESPSKAGMNKRRKLKNKRRRS 
LARPHDFFDAQTLDAI RHRAI CFNLSAHI E SLGKGHS 
WFHSTVSILLFFQIKYKTLQKNISTIISKSLKI 


2245 


A 


3834 


2068 


GARGRPLAETWPFLTAPVLPGQLQITEPTMAEKGDCI 
ASVYGYDLGGRFVDFQPLGFGVNGLVLSAVDSRACRK 
VAVKKI ALSDARSMKHALRE I KI IRRLDHDNIVKVYE 
VLGPKGTDLQGELFKFSVAYIVQEYMETDLARLLEQG 
TLAE EHAKL FMYQLLRGLKY I HS ANVLHRDLKPAN I F 
I STEDLVLKIGDFGLARI VDQHYS \HKGYLSEGLVTK 
WYRS PRLLLS PNNYTKAI DMWAAGC I LAEMLTGRMLF 
AGAHELEQMQL I LETI PVI REEDKDELLRVMPS FVS S 

TWP WP PT.PTTT.T . PPVNTQP A T HPT ,P.V T T .TPTJPMDP T iT A 

EMGLQHP YMS P YS C PEDE PTS QH PFRI EDE I DD I VLM 
AANQSQLSNWDTCSSRYPVSLSSDLEWRPDRCQDASE 
VQRDPRAGSAPLAENVQVDPRKDSHSSSERFLEQSHS 
SMERAFEADYGRSCDYKVGS PS YLDKLLWRDNKPHHY 
SEPKLILDLSHWKQAAGAPPTATG\LADTGAREDEPA 
SLFLE\IAQWVKSTQG\AQSTPARPPTTPSAACLPRP 
P\PPGPGGCR\RQPPVRPGRVHLPRPEALHQARGPAG 
Q 


2246 


A 


328 


595 


VIEWWPVEPPNQLSTSSVGRVPGSTRPQRSFLSRW 
RAALPLQLLLLLLLLLACLLPSSEEDYSCTQANNFAR 
SFYPMLRYTNGPPPT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide de!etion,=possible nucleotide 
insertion) 


2247 


A 


548 


811 


S S FI KRHI LI FEDDWHQTTCCHHPHHP \ P* RCQFHI F 
YVSVQNSI SPSLSVSSSHPDRPDHEVHQHRAAHHHQH 
GQGPLGHGLVARVG 


2248 


A 


37 


441 


GXAGVGGDS EGEVTS ALS ATF SGPKI AFYVGLKS PHE 
GYEVLKFDDVVTNLGNHYDPTTGKFSCQVRGIYFFTY 
HI LMRGGDGTSMWADLC KNGQVRAS AI AQDADQNYD Y 
ASNSVVLHLDSGDEVYVKLDGGKA 


2249 


A 


808 


112 


RRYKSGTEVNNTDGGI ARLI VFGTGQKDWTATD PKEP 
ADLVAIAFGGVCVGFSNAKFGHPNNI IGVGGAKSMAD 
GWETARRLDRPP I LENDENGI LLVPGCEWAVFRLAHP 
GVITRIEIDTKYFEGNAPDSCKVDGCILTTQEEAVIR 
QKWILPAHKWKPLLPVTKLSPNQSHLFDSLTLELQDV 
ITHARLTIVPDGGVNRLRLRGFPSSICLLRPREKPML 
KFSVSFKANP 


2250 


A 


189 


1811 


PPFGGLSAAQTI GEMWEAQFLGLLFLQPLWVAPVKPL 
QPGAEVPWWAQEGAPAQLPCS PTI PLQDLSLLRRAG 
VTWQHQPDSGPPAAAPGHPLAPGPHPAAPSSWGPRPR 
RYTVLSVGPGGLRSGRLPLQPRVQLDERGRQRGDFSL 
WLRPARRADAGE YRAAVHLRDRALS CRLRLRLGQASM 
TASPPGSLRASDWVILNCSFSRPDRPASVHWFRNRGQ 
GRVPVRESPHHHLAESFLFLPQVSPMDSGPWGCILTY 
RDGFNVS IMYNLTVLGLE PPTPLTVYAGAGSRVGLPC 
RLPAGVGTRS FLTAKWTP PGGGPDLLVTGDNGDFTLR 
LEDVSQAQAGTYTCHIHLQEQQLNATVTLAI ITVTPK 
SFGSPGSLGKLLCEVTPVSGQERFVWSSLDTPSQRSF 
SGPWLEAQEAQLLSQPWQCQLYQGERLLGAAVYFTEL 
SSPGAQRSGRAPGALPAGHLLLFLTLGVLSLLLLVTG 
TFGFHLWRRQCRP\RRFSALEQGIH\P\RQAQSKIEE 
LEQEPEPEPEPEPEPEPEPEPEQL 


2251 


A 


3 


3773 


SWPRGRGETGGHPGALRTRTMQKSVRYNEGHALYLAF 
LARKEGTKRGFLS KKTAEASRWHEKWFALYQNVLFYF 
EGEQSCRPAQ/IYLLEGCSCERTPAPPRAGAGQGGVRD 
ALDKQYYFTVLFGHEGQKPLELRCEEEQDGKEWMEAI 
HQASYADILIEREVLMQKYIHLVQIVETEKIAANQLR 
HQLEDQDTE I ERLKSE I I ALNKTKERMRP YQSNQEDE 
DPDI KKI KKVQSFMRGWLCRRKWKTI VQDYICS PHAE 
SMRKRNQIVFTMVEAESEYVHQLYILVNGFLRPLRMA 
ASSKKPPISHDDVSSIFLNSETIMFLHEIFHQGLKAR 
I ANWPTL I LADL FDI LLPMLNI YQEFVRNHQYSLQVL 
ANCKQNRDFDKLLKQYEANPACEGRMLETFLTYPMFQ 
I PRYI I TLHELLAHTPHEHVERKSLEFAKSKLEELSR 
VMHDEVSDTENIRKNLAIERMIVEGCDILLDTSQTFI 
RQGSLIQVPSVERGKLSKVRLGSLSLKKEGERQCFLF 
TKHFLI CTRSSGGKLHLLKTGGVLSLIDCTLIEEPDA 
SDDDSKGSGQVFGHLDFKIWEPPDRAAFTWLLAPS 
RQEKAAWMSDI SQCVDNIRCNGLMTI VFEENSKVTVP 
HMI KSDARLHKDDTD I CFS KTLNS CKVPQ IRYAS VER 
LLERLTDLRFLS I DFLNTF'LHT YRI FTTAAWLGKLS 
DI YKRPFTS I PVRSLELFFATSQNNRGEHLVDGKS PR 
LCRKFS S PPPLAVSRTSS PVRARKLSLTS PLNSKIGA 
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TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LDLTTS S S PTTTTQS PAAS PP PHTGQ I PLDLSRGLS S 

ppr> O TV"TTf P P KTT mKTPD^ 7T1T f^XTVT VT3 O Tf"\V7\T7T OOROli 

PEQo fcHj 1 V JahJN V UN t?R VDliUN JvJjAKo 1 y KAVlrlioAr'A 
DRAGVESS PAADTTELS PCRS PSTPRHLRYRQPGGQT 
ADNAHCS VS PAS AFAI ATAAAGHGS PPGFNNTERTCD 
KEFI I RRTATNRVLNVLRHWVS KHAQDFELNNELKMN 
VLNLLEEVLRDPDLLPQERKAAANI LMALSQDDQDDI 
HLKLEDIIQMTDCMKAECFESLSAMELAEQITLLDHV 
IFRSI PYEEFLGQGWMKLDKNERTPYIMKTSQHFNDM 
SNL VAS Q I MNYAD VS S RANAI E KWVAVAD I CRC LHNY 
NGVLE I TSALNRSAI YRLKKTWAKVS KQTKALMDKLQ 
KTVSSEGRFKNLRETLKNCTPPAVPYLGMYLTDLAFI 
EEGTPNFTEEGLVNFSKMRMI SHI IREIRQFQQTS YR 
IDHQPKVAQYLLDKDLI IDEDTLYELSLKIEPRLPA 


2252 


A 

) 


1 


4602 


ASGNLDKNARFSAIYRQDSNKLSNDDMLKLLADFRKP 
EKMAKLPVILGNLDITIDNVSSDFPNYVNSSYIPTKQ 
FETCS KT PI TFE VEE FVPC I PKHTQP YT I YTNHLYVY 
PKYLKYDSQKSFAKARNIAICIEFKDSDEEDSQPLKC 
I YGRPGGPVFTRSAFAAVLHHHQNPEFYDEI KIELPT 
QLHEKHHLLLTFFHVSCDNS SKGSTKKRDVVETQVGY 
SWLPLLKDGRWTSEQHI PVSANLPSGYLGYQELGMG 
RHYGPEIKWVDGGKPLLKI STHLVSTVYTQDQHLHNF 
FQYCQKTESGAQALGNELVKYLKSLHAMEGHVMIAFL 
PTILNQLFRVLTRATQEEVAVNVTRVI IHWAQCHEE 
GLESHLRSYVKYAYKAEPYVASEYKTVHEELTKSMTT 
ILKPSADFLTSNKLLKYSWFFFDVLIKSMAQHLIENS 
KVKLLRNQRFPASYHHAVETVVNMLMPHITQKFRDNP 
EAS KNANHS LAVF I KRCFT FMDRGFVFKQ INNYI S CF 
APGDPKTLFEYKFEFLRWCNHEHYIPLNLPMPFGKG 
RI QRYQDLQLDYS LTDEFCRNHFLVGLLLRE VGTALQ 
EFREVRLIAISVLKNLLIKHSFDDRYASRSHQARIAT 
LYLPLFGLLIENVQRINVRDVS PFPVNAGMTVKDESL 
ALPAVNPLVTPQKGSTLDNSLHKDLLGAI SGI AS PYT 
TSTPNINSVRNADSRGSLISTDSGNSLPERNSEKSNS 
LDKHQQSSTLGNSWRCDKLDQSEIKSLLMCFLYILK 
SMSDDALFTYWNKASTSELMDFFTI SEVCLHQFQYMG 
KRYIARTGMMHARLQQLGSLDNSLTFNHSYGHSDADV 
LHQSLLEANIATEVCLTALDTLSLFTLAFKNQLLADH 
GHNPLMKKVFDVYLCFLQKHQSETALKNVFTALRSLI 

VVPPC!TT7VT?nR A TOW 1 A AT ,CVP T T.KPPTJQKT ,C| <3 T RTT? A 

I Jt\_T CO ± V X Hi {jE\£\LJl'l \^t\r\XJ \_ 1 Hi J. J_JJ\.V*,\_IN OIuJOOl £\. ± dr\ 

SQLLYFLMRNNFDYTGKKS FVRTHLQVI I SVSQLIAD 
WGIGGTRFQQSLSIINNCANSDRLIKHTSFSSDVKD 
LTKRI RTVLMATAQMKEHEND PEMLVDLQYSLAKS YA 
STPELRKTWLDSMARIHVKNGDLSEAAMCYVHVTALV 
AEYLTRKEAVQWEPPLLPHSHSACLRRSRGGVFRQGC 
TAFRVI TPN I DEEASMMEDVGMQDVHFNEDVLMELLE 
QCADGLWKAERYELIADI YKLI I PI YEKRRDFERLAH 
LYDTLHRAYSKVTEVMHSGRRLLGTYFRVAFFGQAAQ 
YQFTDSETDVEGFFEDEDGKEYIYKEPKLTPLSEISQ 
RLLKLYSDKFGSENVKMIQDSGKVNPKDLDSKYAYIQ 
VTHVIPFFDEKELQERKTEFERSHNIRRFMFEMPFTQ 
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TABLE 7 



SEQ 
ID 


Metbod 


Predicted 
beginning 
Ducieoufle 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion j 










TGKRQGGVEEQCKRRTILTAI HCFPYVKKRI PVMYQH 
HTDLNPI EVAI DEMSKKVAELRQLC S SAEVDMI KLQL 
KLQGSVSVQVNAGPLAYARAFLDDTNTKRYPDNKVKL 
LKEVFRQFVEACGQALAVNERLI KEDQLEYQEEMKAN 
YREMAKELSEIMHEQLG 


2253 


A 


1 


782 


MRMEAGEAAP PAGAGGRAAGG WGKWVRLNVGGTVFLT 
TRQTLCREQKSFLSRLCQGEELQSDRDETGAYLIDRD 
PTYFGPILNFLRHGKLVLDKDMAEEGVLEEAEFYNIG 
PLIRI I KDRMEEKDYTVTQVPPKHVYRVLQCQEEELT 
QMVSTMSDGWRFEQLVNIGSSYNYGSEDQAEFLCWS 
KELHSTPNGLSSESSRKTKSTEEQLEEQQQQEEEVEE 
VEVEQVQVEADAQEK/CCYKPEAPGCEAPDHLQGLGV 
PI 


2254 


A 


2407 


2216 


SGCVEMLYSHSLEYNPEWI SVQSAVAPAQLALNSDGD 
L*LHSGERTRRD*QLPEAGGPGLQEPLQLGELDITSD 
EFILDEVDG\VDLRHYSKQVELELQQIEQKSIRDYIQ 
E S ENI AS LHNQI TACDAVLERMEQMLGAFQSDL S S I S 
SEIRTLQEQSGAMNIRLRNRQAVRGKLGELVDGLVVP 
S ALVTAI LEAPVTE PRFLEQLQELDAKAAAVREQEAR 
GTAACADVRGVLDRLRVKAVTKIREFILQKIYSFRKP 
MTNYQI PQTALLKYRFF YQ FLLGNERATAKE I RDE YV 
ETLSKI YLS YYRS YLGRLMKVQ YEEVAEKDDLMGVED 
TAKKGFFSKPSLRSRNTI FTLGTRGSVISPTELEAPI 
LVPHTAQRGEQRYPFEALFRSQHYALLDNSCREYLFI 
CEFFWSGPAAHDLFHAWGRTLSMTLKHLDSYLADC 
YDAI AVFLC I HI VLRFRNI AAKRDVPALDRYWEQVLA 
LLWPRFELILEMNVQSVRSTDPQRLGGliDTRPHYITR 
RYAEFS SALVS INQTI PNERTMQLLGQLQVEVENFVL 
RVAAEFSSRKEQLVFLINNYDMMLGVLM\E*ERAADD 
SKEVE S FQQLLNARTQE F I EELLS PPFGGLVAFVKEA 
EALIERGQAERLRGEEARVTQLIRGFGSSWKSSVESL 
SQDVMRSFTNFRNGTSIIQGALTQLIQ\LYHRFHRV\ 
LSQPQLRALPARAELINIHHLMVELKKHKPNF 


2255 


A 


1205 


462 


AS I TVS SGR I PTS LS VGP PGAPLHRPQKPREGAWDME 
DVAPTGVRQAFSELPFPSHVLPEPGFPDTDPSQVYSP 
GLPPAPAQPSS I PPCALVSQPTVQF ILQGSLPLVGCG 
AAQTIiAPVPAALTPASEPASQATAASNSEEKTPAPRL 
AAEKTKKEE YMKKLHMQERAVEEVKLAI KPFYQKREV 
TTn?i?VTm t t .t? TruvnK' t ppq k" qciv TMP^TmnikKrT .^ne a w 

1 INJiii X IvLJ J-UIvIvri V \£l\.± v-xIOZvOvjEj J-lAJ ir V I\.V/il\iJ V iVri 1 V 

DKYRHMRRHKKPEAGEEPPTQGAEG 


2256 


A 


1205 


462 


AS ITVSSGRI PTSLSVGPPGAPLHRPQKPREGAWDME 
DVAPTGVRQAFSELPFPSHVLPEPGFPDTDPSQVYSP 
GLPPAPAQPSSIPPCALVSQPTVQFILQGSLPLVGCG 
AAQTLAPVPAALTPASEPASQATAASNSEEKTPAPRL 
AAEKTKKEE YMKKLHMQERAVEEVKLAI KPFYQKREV 
TKEEYKDILRKAVQKICHSKSGEINPVKVANLVKAYV 
DKYRHMRRHKKPEAGEEPPTQGAEG 


2257 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 
LPSSW\DYRHVLPRQANFCIF/M*RRGFTMLARMVSI 
S * PRDLPALASQSAGI TGVSHHAPPQMDFTFALLCFA 



WO 2004/080148 



PCTAJS2003/030720 



649 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion,=possible nucleotide 
insertion) 










LKGCLPRQKEGGTLNLI 


2258 


A 


186 


1338 


TRMSRHEGVSCDACLKGNFRGRRYKCLI CYDYDLCAS 
CYESGATTTRHTTDHPMQCILTRVDFDLYYGGEAFSV 
EQPQSFTCPYCGKMGYTETSLQEHVTSEHAETSTEVI 
CPI CAALPGGDPNHVTDDFAAHLTLEHRAPRDLDES S 
GVRHVRRMFHPGRGLGGPRARRSNMHFTSSSTGGLSS 
SQSS YS PSNREAMDPI AELLSQLSGVRRSAGGQLNS S 
GPSASQLQQLQMQLQLERQHAQAARQQLETARNATRR 
TNTSSVTTTITQSTATTNIANTESSQQTLQNSQFLLT 
RLNDPKMSETERQSMESERADRSLFVQELLLSTLVRE 
ES S SSDEDDRGEMADFGAMGCVDIMPLDVALENLNLK 
ESNKGNE PPPPPL 


2259 


A 


1157 


481 


SWPGQAEPSEREFWREAAETRGSEVFEIMNPVYSPG 
SSGVPYANAKGIGYPAGFPMGYAAAAPAYS PNMYPGA 
NPTFQTGYTPGTPYKVSCSPTSGAVPPYSSSPNPYQT 
AVYPVRSAYPQQS PYAQQGTYYTQPLYAAPPHVIHHT 
TWQPNGMPATVYPAPI PPPRGNGVTMGMVAGTTMAM 
SAGTLLTAHS PTPVAPHPVTVPTYRA\QGTPTYS YVP 
PQW 


2260 


A 


33 


563 


MVLS VPVI ALGATLGTATS I LALCGVTCLCRHMHPKK 
GLLPRDQDPDLEKAKPSLLGSAQRFNVKKSTEPVQPR 
ALLKFPDIYGPRPAVTAPEVINYADYSLRSTEEPTAP 
ASPQPPNDSRLKRQVTEELFILPQNGWEDVCVMETW 
NPQKAGSWNQAPKLHYCLDYDCHKAECL* 


2261 


A 


6120 


2968 


HPSPGFDRVRAAMDPNTI I EALRGTMDPALREAAERQ 
LNEAHKSLNFVSTLLQI TMS EQLDLPVRQAGVI YLKN 
MITQYWPDRETAPGDISPYTI PEEDRHCIRENIVEAI 
IHSPELIRVQLTTCIHHIIKHDYPSRWTAIVDKIGFY 
LQSDNSACWLGILLCLYQLVKNYEYKKPEERSPLVAA 
MQHFLPVLKDRFIQLLSDQSDQSVLIQKQ1FKIFYAL 
VQYTLPLELINQQNLTEWI E I LKTWNRDVPNETLQV 
EEDDRPELPWWKCKKWALHILARLFERYGSPGNVSKE 
YNEFAEVFLKAFAVGVQQVLLKVLYQYKEKQYMAPRV 
LQQTLNYINQGVSHALTWKNLKPHIQGI IQDVI FPLM 
CYTDADEELWQEDPYEYIRMKFDVFEDFI SPTTAAQT 
LLFTACS KRKEVLQKTMGFCYQ ILTEPNADPRKKDGA 
LHMIGSLAEILLKKKI\YKDQMEYMLPESMYSPLF\S 
SELG\YMRARACWVLHYFCEVKFKSDQNLQTALELTR 
RCLI DDREMPVKVEAAI ALQVLI SNQEKAKEYI TPFI 
RPVMQALLHI IRETENDDLTNVIQKMICEYSEEVTPI 
AVEMTQHLAMTFNQVIQTGPDEEGSDDKAVTAMGILN 
T I DTLLS WEDHKE I TQQLEGI CLQVI GTVLQQHVLE 
FYEEIFSLAHSLTCQQVSPQMWQLLPLVFEVFQQDGF 
DYFTDMMPLLHNYVTVDTDTLLSDTKYLEMIYSMCKK 
VLTGVAGEDAE CHAAKLLE VI I LQCKGRG I DQ C I PLF 
VEAALERLTREVKTSEL* TMGLQVAI AALHYNAYLLL 
NTLENLHFPNNVEPVTNHFI /QWLNDVDCFLGLHDRR 
MCVLSLCAL I DMEQ I PQGLNQ VSGQ I LPAF I LLFNGL 
KRAYACHAEHENDSDDDDEAEDDDETEELGSDEDDID 
EDGQEYLEI LAKQAGEDGDDEDWEEDDAEETALEGYS 
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SEQ 
ID 


incuiuu 


r reuicieu 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


x reaicictj 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino aciu sequence ^a— u n Kno vvn, — otop coaon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










TI IDDEDNPVDEYQI FKAI FQTIQNKNPVWYQALTHG 
LNEEQRKQLQDIATLADQRRAAHESKMIEKHGGYKFS 
AP\WPSSFNFGGPAPGMN 


2262 


A 


13 


2237 


AEGCAERRGTEPWELSMSWESGAGPGLGSQGMDLVW 
SAWYGKCVKGKGSLPLS AHGI WAWLSRAEWDQVTVY 
LFCDDHKLQRYALNRITVWRSRSGNELPLAVASTADL 
I RCKLLD VTGGLGTDELRLLYGMALVRFVNL I S ERKT 
KFAKVPLKCLAQEVNI PDWI VDLRHELTHKKMPHIND 
CRRGCYFVLDWLQKTYWCRQLENSLRETWELEEFREG 
IEEEDQEEDKNIWDDITEQKPEPQDDGKSTESDVKA 
DGDSKGSEEVDSHCKKALSHKELYERARELLVSYEEE 
QFTVLEKFRYLPKAIKAWNNPSPRVECVLAELKGVTC 
ENREAVLDAFLDDGFLVPTFEQLAALQI EYEENVDLN 
DVLVPKPFSQFWQPLLRGLHSQNFTQALLERMLSELP 
ALGISGIRPTYILRWTVELIVANTKTGRNARRFSAGQ 
WEARRGWRLFNCSASLDWPRMVESCLGSPCWASPQLL 
RI I F\ KAMGQGLQDE \ EQEKLLRI CS I YTQSGENSLV 
QE GS EAS P I GKS P YTLDSLYW S VKP AS S S FGSEAKAQ 
QQEEQGSVNDVKEEEKEEKEVLPDQVEEEEENDDQEE 
EEEDEDDEDDEEEDRMEVGPFSTGQESPTAENARLLA 
QKRGALQGS AWQVS SEDVRWDTFP\ LGRMPRSRPRTP 
AEliI/LLKN iDlriVI ¥ WTKPVIj \ EQRXtE PS TCK\ TDTLG 
L\SCGVGS\GNCSNSSSSNFRGAFLLEARGSLH\GL\ 
KTGLQLF 


2263 


A 


1 


528 


LGNTVLHYCSMYSKPECLKLLLRSKPTVDIVNQAGET 
ALDIAKRLKATQCEDLLSQAKSGKFNPHVHVEYEWNL 
RQEE IDE SDDDLDDKPS P VKKERS PRPQS FCHS S S I S 
PQDKLALPGFSTPRDKQRLSYGAFTNQI FVSTSTDS P 
TSPTTEAPPLPPRNAGKGPTGPPITPHR 


2264 


A 


422 


2 


APGAS VGRAQAAEG* RGGPTGRPPSALGVS / EAGRAG 
RAGEGRP VP PAYPLC KS AQTS GPPKARL S \ PPLAS CG 
GRGPPGGAACATCAPPAGPARS SRCRRRS PPE *GPR* 
PSRPARPS PGSAASRRQKLTPCRCQFRGLCA 


2265 


A 


1 


1742 


VS AVE FVLHGKDFQVDC KASGS PVP * ISWSLLDGTMI 
NNAMQADDS GHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TC YAQNTLGKDEMKVHLTVI TAAPRI RQSNKTNKR I K 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI S FS I DRYT 
FHANGSLTINKVKLLDSGEYVCVARNPSGDDTKMYKL 
u v v o j\zt it xj x in ujj i xivn. x v xr^±\±n\/ t\rLOi\s\sir u<^X\-t\sii\j 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTLEIRN 
VRLSDSADF I CVARNEGGESVLWQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEIIWILPNG 
TRFSNGPQSYQYLIASNGSFI ISKTTREDAGKYRCAA 
RNKVGYIEKLVILEIGQKPVILTYAPGTVKGISGESL 
SLHCVSDGI PKPNIKWTMPSGYWDRPQINGKYILHD 
NGTLVI KEATAYDRGNYI CKAQNS VGHTLI TVPVMI V 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQIjHLQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2266 


A 


2334 


68 


RWHQAPGPVRQRPPDDLQPGPGL\WMPGPARMTTESA 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GQKIKELLSGIGNISERVSFLKK/RG*PAEQGTDKPQ 
RGHERE \RAL \ RQAARAPDPS PAPPAPPGAACRHRMC 
S WP PAC * RTAAAS AWTRGGPCASRCS PAPVLS TWTRP 
APPSPTPSPWTSSAPVLGGR*RYPWALVRTAGSTCP* 
PCPA\PVLQSQGGGGRGPCPLRL*G/PPFWMSAPPTS 
C PSKR \ GLPAPEQAHSGHAAVS ALPWPGPATHTGPLP 
TRPHPRPWGHFSGNLSGAWQPASRTRLPAGRVPAPIC 
GFHQGVGGA/GSELP*RTATQACPCAVPPCSGSLLRM 

LLWTS*f?PFPTV7.PQP\ TY^PAWPnPQPUPPWP /^7D* DT* 

CAQQGPSRPWRFKWKAP\SGRHLQGAPCRCRAHADDG 
DRAGRPGLOP. Q * QPrRVPPPnppnppnTa zvrsnzmpap 

PALHGG* GQLLCHRPEAATGVPAAAPPQPHPAVTRRA 
CPWAIiATLPASVTAPPGLMG*RETEIiAWPEPSGKVGP 
GHVGAERS* KCLEAVEHKADSDWEQPRRALNLAGRSF 
ASSAGVSPSLTAAAAPAL/GLPHCWAAFPPPQQPLRP 
GGSAGHSGPGGP\GNRI SGVWTWGEFVTVAATPPGAP 
AAPLGGTTRCPTVPLSHCSH\CPAAHSGTPR\WRVLP 
ETKAQNSMQGAPASARGLVPHQGRASGWPVAGMLNN* 
VPPAGAVPS TVHYFQGHSG\ GAVAGGGP * APAPS LLP 
QPG\HGPPPGAGVFIWGGCSRRSRCRHCPR 


2267 


A 


29 


175 


KSRPGTVAHACNPSTLGSRGGRI I PAQEFKTSLGNTV 
SE\ PCLYLRKNN 


2268 


A 


29 


175 


KSRPGTVAHACNPSTLGSRGGRI I PAQEFKTSLGNTV 
SE \ PCLYLRKNN 


2269 


A 


961 


365 


PRVRLNGCGRLAALGRGLKSFLRGTSLCEEIMSLALR 
SELWDKTKRKKRRELSEEQKQEIKDAFELFDTDKDE 
AI DYHELKVAMRALGFDVKKADVLKI LKDYDRE ATGK 
ITFEDFNEVVTDWILERDPHEEILKAFKLFDDDDSGK 
I SLRNLRRVARELGENMSDEELRAMIEEFDKDGDGEI 
NQEEFIAIMTGDI 


2270 


A 


131 


1567 


NKLVTERQILGDPTYMRQADGRKVLRSSIREFLCSEA 
MFHLGVPTTRAGACVTS E S TWRDVFYDGLDPLRFLS 
LQMSTQGVQAPAW/ RRND I RVQLLDYVI S S FYPE I QA 
AHASDSVQFJSTAAFFREVTRRTARMVAEWQCVGFCHGV 
LNTDNMS I LGLT I DYGPFGFLDRYDPDHVCNASDNTG 
RYAYSKQPEVCRWNLRKLAEALQPELPLELGEAILAE 
EFDAEFQRHYLQKMRRKLGLVQVELEEDGALVS KLLE 
TMHLTGAD FTNTF YLL S S F P VE LE S PGLAE FLARLME 
QCASLEELRLAFRPQMDPRQLSMMLMLAQSNPQLFAL 
MGTRAGIARELERVEQQSRLEQLSAAELQSRNQGHWA 
DWLQAYRARLDKDLEGAGDAAAWQAEHVRVMHANNPK 
YVLRNYIAQNAIEAAERGDFSEVRRVLKLLETPYHCE 
AGAATDAEATEADGADGRQRSYSSKPPLWAAELCVT* 
S S FYPE I QAAHASDS VQRNAAFFREVTRRTARMVAEW 
QCVGFCHGVLNTDNMS ILGLTIDYGPFGFLDRYDPDH 
VCNASDNTGRYAYSKQPEVCRWNLRKLAEALQPELPL 
ELGEAI LAEE FDAE FQRHYLQKMRRKLGLVQVELEED 
GALVSKLLETMHLTGADFTNTF YLLS S F PVELES PGL 
AEFLARLMEQCASLEELRLAFRPQMDPRQLSMMLMLA 
QSNPQLFALMGTRAGIARELERVEQQSRLEQLSAAEL 
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SEQ 
11) 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possiDie nucleotide ueieuon, == possiDie nucieouuc 
insertion) 










QSRNQGHWADWLQAYRARLDKDLEGAGDAAAWQAEHV 
RVMHANNPKYVLRNYI AQNAI EAAERGDFSEVRRVLK 
LLETPYHCEAGAATDAEATEADGADGRQRSYSSKPPL 
WAAELCVT 


2271 


A 


131 


1567 


NKLVTERQILGDPTYMRQADGRKVLRSS IREFLCSEA 

MFHLGVPTTRAGACVT SES TWRDVFYDGLD PLRFLS 

LQMSTQGVQ APAW/ RRND I RVQLLDYVI S S FYPE IQA 

AHASDSVQRNAAFFREVTRRTARMVAEWQCVGFCHGV 

LNTDNMS I LGLTI DYGPFGFLDRYDPDHVCNASDNTG 

RYAYS KQPE VCRWNLRKLAEALQPELPLELGEAI LAE 

EFDAEFQRHYLQKMRRKLGLVQVELEEDGALVSKLLE 

TMHLTGADFTNTFYLLSSFPVELESPGLAEFLARLME 

QCASLEELRLAFRPQMDPRQLSMMLMLAQSNPQLFAL 

MGTRAGIARELERVEQQSRLEQLSAAELQSRNQGHWA 

DWLQAYRARLDKDLEGAGDAAAWQAEHVRVMHANNPK 

YVLRNYI AQNAI EAAERGDFSEVRRVLKLLETPYHCE 

AGAATDAEATEADGADGRQRSYSSKPPLWAAELCVT* 

S S FYPE I QAAHASDSVQRNAAFFREVTRRTARMVAEW 

QCVGFCHGVLNTDNMS I LGLT I D YGP FGFLDRYD PDH 

VCNASDNTGRYAYS KQ PEVCRWNLRKLAEALQPELPL 

ELGEAI LAEEF DAE FQRHYIjQKMRRJKJ^ 

GALVS KLLE TMHLTGADFTNTF YLLS SF PVELE S PGL 

AEFLARLMEQCASLEEIjRLAFRPQMDPRQLSMMLMLA 

QSNPQLFALMGTRAGIARELERVEQQSRLEQLSAAEL 

RVMHANNPKYVLRNYI AQNAI EAAERGDFSEVRRVLK 
LLET P YHCEAGAATDAEATEADGADGRQRS YS S KP PL 
WAAELCVT 




A 


DO 


4 53 


r r Lit? uu 1 1 JL X L, I 1 v x r KiUYlKiii X ^KiUjy I r ViAuAJaNVjii 

SLWQRQRLQSECKMAKIMLLVI LLFVLSWAPYSAVAL 
VAFAGYAHVLTPYMS SVPAVI AKAS AI HNP 1 1 YAITH 
PKYRVAIAQHLPCLGVLL 


2273 


A 


9 


410 


MTTTFPPRKMVAQFLLVAGNVANITTVSLWEEFSSSD 
LADLRFLDMSQNQFQYLPDGFLRKMPSLSHLNLHQNC 
LMTMIREHEPPGALTELDLSHNQLSELHLAPGLASC 
LGSLRLFNLSSNQLLGVPPGPLY 


2274 


A 


73 


489 


FLLLRS AS PEHTCVKS KTLDPMVI FFTSGTTGF PKMA 
KHSHGLALQPSFPGSRKLRSLKTSDVSWCLSDSGWIV 

7\ rpTTAT r PT T TO QTaTTA J"* 1 /"" I 1 W L'TTJUT TIM CT'NT'Vt 7T T ATT THWD 

Al J.WlJjVJlFWIAot-1 Vr InJxur'Ur UXJvV -Li.yi.Li VJS.I F 
INHFWGVSS IYRMI LQQDFTS IRFPALE 


2275 


A 


3 


1238 


LTKMHLTENPHPQVTHVSSSQSGCSIASDSGSSSLSD 
IYQATESEVGDVDLTRLPEGPVDSEDDEEEDEEIDRT 
DPLQGRDLVRECLEKEPADKTDDDI EQLLEFMHQLPA 
FANMTMS WRELCS VMI FEWEQAGAI ILEDGQELDS 
WYVI LNGTVE I SHPDGKVENLFMGN S FGI TPTLDKQ Y 
MHGIWTKVDDCQFVCIAQQDYWRILNHVEKNTHKVE 
EEGEIVMVHEHRELDRSGTRKGHI VI KATPERLIMHL 
I EEHS I VDPTYI EDFLLTYRT FLES PLDVGIKLLEWF 
KIDSLRDKVTRIVLLWVNNHFNDFEGDPAMTRFLEEF 
EKNLEDTKMNGHLRLLNIACAAKAICWRQVVLQKASRE 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










SPLQFSLNGGSEKGFGIFVEGVEPGSKAADSGLKRGD 
QIMEV 


to 


A 


•a 
J 




LTKMHLTEN PHPQVTHVS S S Q SGCS I ASDSGS S SLSD 
IYQATESEVGDVDLTRLPEGPVDSEDDEEEDEEIDRT 
DPLQGRDLVRECLEKEPADKTDDD I EQLLE FMHQLPA 
FANMTMSVRRELCS VMI FEWEQAGAI I LEDGQELDS 
WYVI LNGTVE I SHPDGKVENLFMGNS FGI TPTLDKQY 
MHGITOTKVDDCQFVCIAQQDYWRILNHVEKNTHKVE 
EEGEIVMVHEHRELDRSGTRKGHIVIKATPERLIMHL 
IEEHSIVDPTYIEDFLLTYRTFLESPLDVGIKLLEWF 
KI DSLRDKVTRI VLLWVNNHFNDFEGDPAMTRFLEEF 
EKNLEDTKMNGHLRLLNIACAAKAKWRQVVLQKASRE 
SPLQFSLNGGSEKGFGIFVEGVEPGSKAADSGLKRGD 
QIMEV 


2277 


A 


1 


794 


FRGFLDRGDCAALPCTYPHS PCSH * GGNCLPSLLTRP 
CVKA* PQMSGRKSSMRRWRRQSRLTAGTSS * TPTSST 
MC * ALVGS STWNCMLQAGSTAPGAGTPGSRPTWS S S S 
TCSWTAPSGRARCACAS S S S CAMS AARRGWTS PACWR 
RTSRAWWTT S S PACAS S ATAS VAASTASTWPAARTTG 
GTAE S SARPARRAS CTGS PARS CWRRRRPPTPS PGRP 
APPSRRTRRAQAGTS ALS PGACFGPRS CC * S STCS S L 
SVAPY 


2278 


A 


269 


832 


MGSSRLAALLLPLLLIVIDLSDSAGIGFRHLPHWNTR 
CPLASHTDDSFTGSSAYI PCRTWWALFSTKPWCVRVW 
HCSRCLCQHLLSGGSGLQRGLFHLLVQKSKKSSTFKF 
YRRHKMPAPAQRKLLPRRHLSEKSHHISIPSPDISHK 
GLRSKRTPPFGSRDMGKAFPKWDSPTPGGDRPSSFEL 
LP* 


2279 


A 


269 


832 


MGSSRLAALLLPLLLIVIDLSDSAGIGFRHLPHWNTR 
CPLASHTDDSFTGSSAYI PCRTWWALFSTKPWCVRW 
HCSRCLCQHLLSGGSGLQRGLFHLLVQKSKKSSTFKF 
YRRHKMP APAQRKLLPRRHLS EKSHHI S I PS PDI SHK 
GLRSKRTPPFGSRDMGKAFPKWDSPTPGGD&PSSFEL 
LP* 


2280 


A 


2 


381 


VLPTAQGKLYQDDLKVNPANVSHLVSPFTWQGPGGHL 
KAPQWTTSSLFPFQIRNVGTGLCADTKHGALGSPLRL 
EGCVT*G\RGEAAWNNMQVRAAPQGLAARFSETSAAWG 
ADTASWEGEAWVSDK 


2281 


A 


1 


993 


MRDLFGTRLRRAEDVF PPVI GVAAHKGGVYKTS VS VH 
LAQDLALKGLRVLLVEGND PQGTASMYHGWVPDLHI H 
AEDTLLPF YLGEKDDVTYAI KPTCWPGLD 1 1 PS CLAL 
HRIETELMGKFDEGKLPTDPHLMLRLAIETVAHDYDV 
IVIDSAPNLGIGTINWCAADVLIVPTPAELFDYTSA 
LQFFDMLRDLLKNVDLKGFEPDDLKKS FKS PE PRLFT 
PEEFFRI FMRS IDAFKDFWASETSDCW S STLSPEK 
VLRASWKRDSDNSLKSLSPTQIRLGEVLTPVMSAFWE 
AEVWNSGDSDDMALDFDCTSSEVDAESTNRKVLRP 


2282 


A 


3 


582 


SLYQFS WETAGPGTLVGRLRAQDPDLGDNALMAYS I 
LDGEGSEAFSISTDLQGRDGLLTVRKPLDFESQRSYS 
FRVEATNTLI D PAYLRRGPFKDVAS VRVAVQDAPE PP 
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SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of nentide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










AFTQAAYHLTVPENKAPGTLVGQI SAADLDS PAS PI R 
YSIXiPHSDPERCFSIQPEEGTIHTAAPLDREARAWHN 
LTVLATEL 


2283 


A 


3 


582 


SLYQFSWETAGPGTLVGRLRAQDPDLGDNALMAYSI 
LDGEGSEAPSI STDLQGRDGLLTVRKPLDFESQRS YS 
FRVEATNTLIDPAYLRRGPFKDVASVRVAVQDAPEPP 
AFTQAAYHLTVPENKAPGTLVGQI SAADLDS PASPIR 
YSILPHSDPERCFSIQPEEGTIHTAAPLDREARAWHN 
LTVLATEL 


2284 


A 


1 


831 


KNVWKRWKKRF FVLVQVI QYTFAMCS YREKKAE PQEL 
LQ LDG YTVD YTD PQ PGLEGGRAF FNAVKE GDTV I FAS 
DDEQDRI LWVQAMYRATGQSHKPVP PTQVQKLNAKGG 
NVPQLDAPISQFYADRAQKHGMDEFISSNPCNFDHAS 
LFEMVQRLTLDHRLNDSYSCLGWFS PGQVFVLDEYCA 
RNGWGCHRHLCYLRDLLERAENGAM I DPTLXHYS FA 
FCASHVHGNRPDGI GNC * LLKKRNVF * RKSKEEXSXV 
LLRKIRLQHFRXLLFPFG 


2285 


A 


140 


445 


MQPSGLEGPGTFGRWPLLSLLLLLLLLQPVTCAYTTP 
GPPRALTTLGAPRAHTMPGTYAPSTTLSSPSTQGLQE 
Q ARALMRDF PLVDGHNDL PLVLRQ VYHN 


ZZOD 


A 
A 




1568 


MSLTIWTVCGVLSLFGALSYAELGTTIKKSGGHYTYI 
LEVFGPLPAFVRVWVELLI IRPAATAVI SLAFGRYIL 
EPFFIQCEI PELAI KLI TAVGITWMVLNSMSVSWSA 
RIQIFLTFCKLTAI LI 1 1 VPGVMQLI KGQTQNFKDAF 
SGRDS S I TRLPLAFYYGMYAYAGWF YLNFVTEE VENP 
EKTI PLAI C I SMAI VT I GYVLTNVAYFTT INAEELLL 
SNAVAVTFSERLLGNFSLAVP I FVALSCFGSMNGGVF 
AVSRLFYVASREGHLPEI LSMIHVRKHTPLPAVI VLH 
PLTMIMLFS GDUD SLLNFLS F ARWLF I GLAVAGLI YL 
RYKCPDMHRPFKVPLFIPALFSFTCLFMVALSLYSQP 
FSTGIGFVITLTGVPAYYLFI IWDKKPRWFRIMSEKI 
TRTLQIILEWPEEDKL* 


2287 


A 


3397 


630 


S PGGRTPAARD S WREVI QNS KEVS I VYWQE KNCCAS 
SAVRCKLSRRGDGQA* C* EINQ\NLAEEAGLNITH\ I 
CLA\PDSSEAEIIDEILKINEDTRVHGLALQISENLF 
SNKVLNALKPEKDVDGVTDINLGKLVRGDAHECFVSP 
VAKAVIELLEKSGVNLDGKKILWGAHGSLEAALQCL 
FQRKGSMTMS I QWKTRQLQS KLHEAD I WLGS PKPEE 
IPLTWIQPGTTVLNCSHDFLSGKVGCGSPRIHFGGLI 
EEDDVILLAAALRIQNMVS SGRRWLREQQHRRWRLHC 
LKLQPLSPVPSDIEI SRGQTPKAVDVLAKEIGLLADE 
I EI YGKSKAKVRLSVLERLKDQADGKYVLVAGITPTP 
LGEGKSTVT I GLVQALTAHLNVNS FACLRQPSQGPTF 
GVKGGAAGGGYAQVI PMEEFNLHLTGDIHAITAANNL 
LAAAIDTRILHENTQTDKALYNRLVPLVNGVREFSEI 
QLARLKKLGINKTDPSTLTEEEVSKFARLDIDPSTIT 
WQRVLDTNDRFLRKI T IGQGNTEKGHYRQAQFD I AVA 
SEIMAVLALTDSLADMKARLGRMVVASDKSGQPVTAD 
DLGVTGALT VLMKDAI KPNLMQTLEGTPVFVHAGPFA 
NIAHGNSSVLADICIALKLVGEEGFWTEAGFGADIGM 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 

fifcf Qininn 
III 9 l ollllliv 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 

loci amino 
loot dUiUIU 

acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










EKFFNI KCRASGLVPNVWLVATVRALKMHGGGPSVT 
AGVPLKKEYTEENI QLVADGCCNLQKQI QI TQLFGVP 
VWALNVFKTDTRAEI DLVCE IiAKRAGAFDAVPCYHW 
S VGGKGS VDLARAVREAAS KR S RFQ FLYDVQVP I VDK 
IRTIAQAVYGAKDIELS PEAQAKIDRYTQQGFGNLPI 
CMAKTHLSLSHQPDKKGVPRDFILPISDVRASIGAGF 
IYPLVGTMSTMPGLPTRPCFYDIDLDTETEQVKGLF 


2288 


A 


474 


4247 


I I S I I STSNKI KMSEAPRFFVGPEDTEINPGNYRHFF 
HHADEDDEEEDDSPPERQIWGICSMAKKSQIPNPMK 
EILERISLFKYITLWFEEEVILNEPVENWPLCDCLI 
S FHS KGF PLDKAVAYAKLRNP FVI NDLNMQ YLI QDRR 
EVYSILQAEGILLPRYAILNRDPNNPKECNLIEGEDH 
VEVNGEVFQKPFVEKPVSAEDHNVYIYYPTSAGGGSQ 
RLFRKIGSRSSVYSPESNVRKTGSYIYEEFMPTDGTD 
VKVYTVGPDYAHAEARKSPALDGKVERDSEGKEVRYP 
VILNAREKLIAWKVCLAFKQTVCGFDIiLRANGQSYVC 
DVNGFSFVKNSMKYYDDCAKILGNI VMRELAPQFHI P 
WS I PLEAEDI PI VPTTSGTMMELRCVI AVIRHGDRTP 
KQKMKMEVRHQKFFDLFEKCDGYKSGKLKLKKPKQLQ 
EVLDIARQLLMELGQNNDSEIEENKPKLEQLKTVLEM 
YGHFSGINRKVQLTYLPHGCPKTSSEEEDSRREEPSL 
LLVLKWGGELTPAGRVQAEELGRAFRCMYPGGQGDYA 
GFPGCGLLRLHSTYRHDLKIYASDEGRVQMTAAAFAK 
GLLALEGELTPILVQMVKSANMNGLLDSDSDSLSSCQ 
QRVKARLHE I LQKDRDFTAEDYEKLTPSGS I SLI KSM 
HLIKNPVKTCDKVYSLIQSLTSQIRHRMEDPKSSDIQ 
LYHSETLELMLRRWSKLEKDFKTKNGRYDI SKI PDIY 
DC I KYDVQHNGFLE I RKTQWELYRLS KALAD I VI PQE 
YGI TKAEKLE I AKGYCT PLVRKI RS DLQRTQDDDTVN 

isjjxlJr V X ojK.0 V Xjo c Hjivn. vi\.±jcvlj x r J- ooisn vnQuuw j- ±jc\ 

YGALCNESKDEQWKRAMDYIjNVVNELNYMTQIVIMLY 
EDPNKDLSSEERFHVELHFSPGAKGCEEDKNLPSGYG 
YRPASRENEGRRPFKIDNDDEPHTSKRDEVDRAVILF 
KPMVSEPIHIHRKSPLPRSRKTATNDEESPLSVSSPE 
CZTdTVn «WYT QClVfiTGR R RRRS GEO I T S S PVS PKSLAF 
TS S I FGS WQQWSENANYLRT PRTLVEQKQNPTVGSH 
C &fST .TT QT<? VIjGGS S S APMLODYARTHRKKLTS SGC I D 
DATRGS AVKRFYI S FARHPTNGFELYSMVPS I C PLET 
LHNALSLKQVDE FLAS I AS PS SDVPRKTAE I S S TALR 
SSPIMRKKVSLNTYTPAKILPTPPATLKSTKASSKPA 
TSGPS S AWPNTS SRKKNI TS KTETHEHKKNTGKKK 


2289 


A 


3 


552 


FIDDELATEWSLTMETLTKVIjARNLYSLDLSDLPLDK 
LSEQKQKKHKGKGVGHEFQKVSVDKSFSRGWSRDQPG 
QAPMRQRS ATTTGS PGTEKARS I VRQKTVDI DDAQ I L 
PRSTRVRHFSQSEETGNEVFGALNEEQPLPRSSSTSD 
I LE PFTVERAKGAVPVI DS S SRHAPSLQS FTEAS S 


2290 


A 


3 


147 


QPLNHYFI C S SHNT YLVGDQLCGQS SVEGYI RC SGGR 
EGVQLMRGTM 


2291 


B 


1 


498 


MDLCQKNETDLENAENNE I QFTEETE PT YTCPDGKSE 
KNHVYCLLDVSDI TLEQDEKAKEFI IGTGWEEAPPQR 



WO 2004/080148 



PCT/US2003/030720 



656 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, * =a Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










SSPAVGLRQPGLPGPHLLGPTGGRKGIiGGTRHQGPEE 
EQRNAFGTAWTPETHPTRGHTGRTEAAVAGGDARPEG 
RLLGSRQLNRLPDAETQ 


2292 


A 


963 


5 


LD FLCHRDMGDN I TS I TE PLLLGF PVGPRI QMLLFGL 
FSLFYVFTLLGNGTILGLISLDSRLHAPMYFFLSHL\ 
AVVD I AYACNTVPRMLVNLLHPAKPI S FAGRMMQTFL 
FSTFAVTECLLLWMS YDLYV\ AI CHPLRYLAIMTWR 
VCITLAVTSWTTGVLLSLIHLVLLLPLPFCRPQKIYH 
FFCEIIiAVLKLACADTHINENMVLAGAI SGLVGPLST 
IWSYMCILCAILQIQSREVQRKAFCTCFSHLCVIGL 
FYGTAI IMYVGPRYGNPKEQKXYLLLFHSLFNPMLNP 
LI CSLRNSEVKNTLKRVLGVERAL 


2293 


A 


1306 


158 


ISYCPKFPNRDQRDKDGDGVGDACDSCPDVSNPNQSD 
VDNDLVGDSCDTNQDSDGDGHQDSTDNCPTVINSAQL 
DTDKDGIGDECDDDDDNDGI PDLVPPGPDNCRLVPNP 
AQEDSNSDGVGD I CE SDFDQDQVI DRIDVCPENAEVT 
LTDFRAYQTWLDPEGDAQI D PNWWLNQGME I VQTM 
NSDPGLAVGYTAF\NGVDFEGTFHVNTQTDDDYAGFI 
FGYQDS S S F YWMWKQTEQTYWQATPFRAVAE PGI QL 
KAVKS KTG P GEHLRN S L WHTGDT S DQ VRLLWKD S RNV 
GWKDKVSYRWFLQHRPQVGYI RVRFYEGSELVADSGV 
TIDTTMRGGRLGVFCFSQENI I WSNLKYRCNDTI PED 
FQEFQTQNFDRFDN 


2294 


A 


4701 


866 


DAPGRPPVRLPTMELEDGWYQEE PGGSGAVMS ERVS 

GLAGS I YREFERLI VRYDEEWKELI PLWAVLENLD 

S VFAQDQEHQVELELLRDDNEQLI TQYEREKALRKHA 

EEKFIEFEDSQEQEKKDLQTRVESLESQTRQLELKAK 

NYADQI S I LEEREAELKKEYNALHQRHTEMIHNYMEH 

LERTKLHQLSGSDQLESTAHSRIRKERPI SLGI FPLP 

AGDGLLTPDAQKGGETPGSEQWKFQELSQPRSHTSLK 

DELSDVSQGGSKATTPASTANSDVATI PTDTPLKEEN 

EGFVKVTDAPNKSEI SKHIEVQVAQETRNVSTGSAEN 

EEKSEVQAI IESTPELDMDKDLSGYKGSSTPTKGIEN 

KAFDRNTESLFEELSSAGSGLIGDVDEGADLLGMGRE 

VENLILENTQLLETKNALNIVKNDLIAKVDELTCEKD 

VLQGELEAVKQAKLKLEEKNRELEEELRKARAEAEDA 

RQKAKDDDDSDI PTAQRKRFTRVEMARVLMERNQYKE 

RLMELQEAVRWTEMIRASRENPAMQEKKRSS IWQFFS 

RLFSSSSNTTKKPEPPVNLKYNAPTSHVTPSVKKRSS 

TLSQLPGDKSKAFDFLSEETEASLASRREQKREQYRQ 

VKAHVQKEDGRVQAFGWSLPQKYKQVTNGQGENKMKN 

LPVPVYLRPLDKKDTSMKLWCAVGVNLSGGKTRDGGS 

WGASVFYKDVAGLDTEGSKQRSASQSSLDKLDQELK 

EQQKELKNQEELSSLVWICTSTHSATKVLIIDAVQPG 

NILDSFTVCNSHVLCIASVPGARETDYPAGEDLSESG 

QVDKASLCGSMTSNSSAETDSLLGGITWGCSAEGVT 

GAATS PSTNGAS PVMDKPPEMEAENSEVDENVPTAEE 

\ATEATEGNAGSAEDTV\DISQTGVYTEHVFTDPLG\ 

VQI PEDLSPVYQSSNDSDAYKDQISVLPNEQDLVREE 

AQKMSSLLPTMWLGAQNGCLYVHS SVAQWRKCLHS I K 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LKDSILSI VHVKGI VLVALADGTLAI FHRGVDGQWDL 
SNYHLLDLGRPHHS I RCMTWHDKVWCGYRNKI YWQ 
PKAMKI EKS FDAHPRKESQVRQLAWVGDGVWVS I RLD 
STLRLYHAHTYQHLQDVDIEPYVSKMLGTGKLGFSFV 
RI TALMVSCNRLWVGTGNGVI I S I PLTETVI LHQGRL 
LGLRANKTSGVPGNRPGSVIRVYGDENSDKVTPGTFI 
PYCSMAHAQLCFHGHRDAVKFFVAVPGQVI S PQS S S S 
GTDLTGDKGRGHLHRSLWRRP 


2295 


A 


1 


1668 


AAAAAAGAFAGRRAACGAVLLTELLERAAFYGITSNL 
VLFLNGAPFCWEGAQASEALLLFMGLTYLGSPFGGWL 
ADARLGRARAI LLSLALYLLGMLAF PLLAAPATRAAL 
CGS ARIjLNCTAPGPDAAARCCS PATFAGLVLVGLGVA 
TVKANI TPFGADQVKDRGPEATRRFFNWFYWS INLGA 
ILSLGGIAYIQQNVSFVTGYAI PTVCVGLAFWFLCG 
QSVFITKPPDGSAFTDMFKILTYSCCSQKRSGERQSN 
GEGIGVFQQSSKQSLFDSCKMSHGGPFTEEKVEDVKA 
LVKI VPVFLALI PYWTVYFQMQTTYVLQSLHLRI PEI 
SNITTTPHTLPAAWLTMFDAVLI LLLI PLKDKLVDPI 
LRRHGLLPS SLKRI AVGMFFVMCSAFAAGILES KRLN 
LVKEKTINQTIGNWYHAADLSLWWQVPQYLLIGI SE 
IFASIAGLEFAYSAAPKSMQSAIMGLFFFFSGVGSFV 
GSGLLALVS I KAIGWMS SHTDFGNINGCYLNYYFFLL 
AAIQGATLLLFLIISVKYDHHRDHQRSRANGVPTSRR 
A 


2296 


A 


132 


695 


TQRAATPLPNSPQEAAILGSRRNQAGRVREKVYRSLP 
GPAFLGESWKRLSVLQESFSHLTPRQSQMRKSDIFPK 
SLPSQFFGSFGKPVACVTCACSLQLLKFIPEKSDIDL 
LVYRIDHYQQRLQALFFKKKFQERLAEAKPKVEGRAE 
GCRRLRVESYLIMILEKHFPDILNMPSEXiQHLPEAAK 
VK 


2297 


A 


5 


505 


CKKCQKKFSSGYQLILHHRVHVIERPYECKECGKNFR 
SGYQLTLHQRFHTGEKPYECTECGKNFRSGYQLTVHQ 
RFHTGEKTYECTQCGKAFIYASHIAQHERIHTGGKPY 
ECQECGRAFSQGGHLRIHQRVHTGEKPYKCKECGKTF 
STRSXLVEHGRVHTDEKPY 


2298 


A 


102 


449 


PAPASGFTQTWGDACDPAAPQRPLEACFSVQSRTSSP 
MEPPIPQSAPLTPNSVMVQPLLDSRMSHSRLQHPLTI 
LPIDQVKTSHVENDYI DNPSLALTTGPKRTRGGAPEL 
APTPA 


2299 


A 


402 


2624 


MAESRGRLYLWMCLAAALASFLMGFMVGWFIKPLKET 
TTSVRYHQS I RWKLVSEMKAENI KSFLRS FTKLPHLA 
GTEQNFLIiAKKIQTQWKKFGLDSAKLVHYDVLLSYPN 
ETNANYI S I VDEHETE I FKTS YLE PPPDGYENVTNI V 
PPYNAFSAQGMPEGDLVYVNYARTEDFFKLEREMGIN 
CTGKI VI ARYGKI FRGNKVKNAMLAGAIGI ILYSDPA 
DYFAPEVQ P YPKGWNLPGTAAQRGNVLNLNGAGD PLT 
PGYPAKEYTFRLDVEEGVGI PRI PVHPI GYNDAE I LL 
RYLGGI APPDKSWKGALNVSYS IGPGFTGSDS FRKVR 
MHVYNINKITRIYNWGTIRGSVEPDRYVILGGHRDS 
WVFGAIDPTSGVAVLQEIARSFGKLMSKGWRPRRTII 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sentience 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










FASWDAEEFGLIiGSTEWAEENVKILQERSIAYINSDS 
S I EGNYTLRVDCTPLLYQLVYKLTKE I PS PDDGFES K 
FLYESWVEKDPSPENKNLPRINKLGSGSDFEAYFQRL 
GIASGRARYTKNKKTDKYSSYPVYHTIYETFELVEKF 
YD PT F KKQL S VAQLRGALVYE LVD S KI I PFNIQDYAE 
ALKNYAASIYNLSKKHDQQLTDHGVSFDSLFSAVKNF 
SEAASDFHKRLIQVDLNNPIAVRMMNDQLMLLERAFI 
DPLGLPGKLFYRHI I FAPSSHNKYAGESFPGI YDAI F 
DIENKANSRLAWKEVKKHISIAAFTIQAAAGTLKEVL 
* 


2300 


A 


74 


520 


PGVGPCLSVPPS APSLVFRS VAGGAGMAERGLE PS PA 
AVAALPPEVRAQLAELELELS EGDI TQKGYEKKRS KL 
LSPYS PQTQETDSAVQKELRNQT PAPS AAQTS APS KY 
HRTRSGGARDERYRSGEEKLQNGQLNRFPNSSMNCVS 


2301 


A 


6256 


5813 


MALQLWALTLLGIjLGAGASLRPRKLDFFRSEKELNHL 
AVDEASGWYLGAVNALYQLDAKLQLEQQVATGPVLD 
NKKCTP P I EAS Q CHEAEMTDNVNQLLLVD P PRKRLVE 
CGQLLKGILRSARPEQHLPPPVLRGRQRGEVFRGQQ* 


2302 


A 


402 


578 


MPTYWLANLRPGLQPFLLHFLLEWLAWCCKIMVLAA 
AGLLPTLHMASFFSNALYNCFY 


2303 


A 


186 


1338 


TRMSRHEGV S CDACLKGNFRGRRYKCLI CYDYDLCAS 
CYESGATTTRHTTDHPMQC ILTRVDFDLYYGGEAFSV 
EQPQSFTCPYCGKMGYTETSLQEHVTSEHAETSTEVI 
C P I CAALPGGDPNHVTDDFAAHLTLEHRAPRDLDES S 
GVRHVRRMFHPGRGLGGPRARRSNMHFTS SSTGGLS S 
SQSSYSPSNREAMDPIAELLSQLSGVRRSAGGQLNSS 
GPSASQLQQLQMQLQLERQHAQAARQQLETARNATRR 
TNTSSVTTTITQSTATTNIANTESSQQTLQNSQFLLT 
RLNDPKMSETERQSMESERADRSLFVQELLLSTLVRE 
ESSSSDEDDRGEMADFGAMGCVDIMPLDVALENLNLK 
ESNKGNEPPPPPL 


2304 


A 


126 


397 


PLTEDGSPGPPPEGFKDLRNQRPPPHTGPWRGPGPSG 
PPRSGQVPDNSTRCFLSDFWS PQGDQRPS C P YTGARP 
RQGAAQHLRCPSRRRR 


2305 


A 


3 


457 


RAFDVRRKKSLRPCCPRDFHAGCLTVSGPSTVMGAVG 
ESLSVQCRYEEKYKTFNKYWCRQPCLPIWHEMVETGG 
SEGWRSDQVI I TDHPGDLTFTVTLENLTADDAGKYR 
CGIATILQEDGLSGFLPDPFFQVQVLVSSASSTENSV 
KTP 


2306 


A 


1 


1117 


NSRVDDFVAVMAPRTLVLLLSGALALTQTWAGSHSMR 
YFFTSVSRPGRGEPRFIAVGYVDDTQFVRFDSDAASQ 
RMEPRAPWIEQEGPEYWDGETRKVKAHSQTHRVDLGT 
LRGYYNQSEAGSHTVQRMYGCDVGSDWRFLRGYHQYA 
YDGKDYIALKEDLRSWTAADMAAQTTKHKWEAAHVAE 
QLRAYLEGTCVEWLRRYLENGKETLQRTDAPKTHMTH 
HPI SDHEATLRCWALS FYPAE I TLTWQRDGEDQTQDT 
ELVETRPAGDGTFQKWAAWVPSGQEQRYTCHVQHEG 
LPKPLTLRWEPSSQPTIPIVGIIAGLVLFGAVITGAV 
VAAVMWRRKS SDRKGGS YSQAAS SDS AQGSDVS LTAC 
KV 
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SEQ 1 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
qpniience 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


&mino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletion,=possible nucleotide 
insertion) 


2307 


A 


3 ! 


491 


DAWVAHASGELPPQTTKTLARFI PEVAVAYPKSKPLT 
TQ I KI KKP P KVTMKTGKSLLHLHS TLEMF AAR WR S KA 
PMSLFLLEVHFNLKVQYSVHENQLQMATSLDRRGN/ Y 
TGFITSYLEEAYI PWNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


2308 


A 


3 


491 


DAWVAHASGELPPQTTKTLARFI PEVAVAYPKSKPLT 
TQIKIKKPPKVTMKTGKSLLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQYSVHENQLQMATSLDRRGN/Y 
TGF I TS YLEEAYI PWNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


2309 


A 


3 


491 


DAWVAHASGELPPQTTKTLARF I PEVAVAYPKS KPLT 
TQIKIKKPPKVTMKTGKSLLHLHSTLEMFAARWRSKA 
PM S L FLLE VHFNLKVQ Y S VHENQLQMAT S LDRRGN / Y 
TGFITSYLEEAYI PWNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


2310 


A 


3 


491 


DAWVAHASGELPPQTTKTLARFI PEVAVAYPKSKPLT 
TQIKIKKPPKVTMKTGKSLLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQYS VHENQLQMATSLDRRGN/ Y 
TGFITSYLEEAYI PWNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


Oil 1 
Z J X ± 




75 


739 


APRAAPRLTMVSRMVS TMLSGLLFWLASGWTP AFAYS 
PRTPDRVSEADIQRLLHGVMEQLGIARPRVEYPAHQA 
MNLVGPQS IEGGAHEGLQHLGPFGNI PNI VAELTGDN 
IPKDFSEDQGYPDPPNPCPVGKTADDGCLENTPDTAE 
FSREFQLHQHLFDPEHDYPGLGKWNKKLLYGKMKGGE 
RRKRRSVNPYLQGQRLDNWAKKSVPHFSDEDKDPE 




ft 

*» 


2 


606 


PSIRKHGTHPFPPT*SSPSGSC\SHCIAHSQCRQSPP 
HASC*RGSRWG* SGRAGWPAPGCR*AAPGLAGSAHPR 
PPPSNPRCPPPDAGPPGSGDPGLAAPEPSNHGRQHTA 
AAAAAGESQRHGRPGIiAA* QPPLDTGPAARGSP PAPP 
GARPRGGGRQHRPQGLPQAQPQ*APGVRAAPRAAAPP 
\ GHAGPDQAPEKAARTRG 


2313 


A 


42 


706 


PRGQMAS TGLELLGMTIiAVLGWLGTLVS CALPLWKVT 
AFIGNSIWAQWWEGLWMSCWQSTGQMQCKVYDSL 
LALPQDLQAARALCVI ALLLALLGLLVAI TGAQCTTC 
VEDEGAKARI VLTAGVI LLLAGI LVLI PVCWTAHAI I 
QDFYNPLVAEALKRELGASLYLGWAAAALLMLGGGLL 
CCTCPPPQVERPRGPRLGYSIPSRSGASGLDKRDYV 


2314 


A 


2 


484 


FVANMLCGL SRETPGEADDGPYS KGGKDAGGADVCLA 
CRRQS I PEEFRGITWELI KKEGSTLGLTI SGGTDKD 
GKPRVSNLRPGGLAARSDLLN I GDYI RS VNGI HLTRL 
RHDE 1 1 TLLKNVGERWL / EAPENNPRI I SKTVDVSL 
YKEGNSFGFVLRGQ 


2315 


A 


326 


2002 


GLSRMSTETELQVAVKTS AKKDSRKKGQDRSEATLI K 
RFKGEGVRYKAKLIGIDEVSAARGDKLCQDSMMKLKG 
WAGARS KGEHKQKI FLTI SFGGI KIFDEKTGALQHH 
HAVHE I S YI AKDI TDHRAFGYVCGKEGNHRFVAI KTA 
QAAEPVILDLRDLFQLIYELKQREELEKKAQKDKQCE 
QAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETEEN 
IYQVPTSQKKEGVYDVPKSQPVSAVTQLELFGDMSTP 
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ID 
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Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
possible nucleotide deletion,=possible nucleotide 
insertion) 










PDITSPPTPATPGDAFIPSSSQTLPASADVFSSVPFG 
TAAVPSGYVAMGAVLPS FWGQQ PLVQQQMVMGAQPPV 
AQVMPGAQPIAWGQPGLFPATQQPWPTVAGQFPPAAF 
MPTQTVMPLPAAMFQGPLTPLATVPGTSDSTRSSPQT 
DKPRQKMGKETFKDFQMAQPPPVPSRKPDQPSLTCTS 
EAFSS YFNKVGVAQDTDDCDDFDI SQLNLTPVTSTTP 
STNS P PT PAPRQS S PS KS S ASHASD PTTDD I FEEGFE 
SPSKSEEQEAPDGSQASSNSDPFGEPSGEPSGDNISP 

QGR 


2316 


A 


132 


428 


VNVLNQEIEAFSLSEDTSSGLPEDRWSVSFRVLYPI 
VITSLGVFYDANDVGFQRNITVKLYQAEQEEALFIAR 
FS PPS CGVQVNKLWYKPVEQF I LPE 


2317 


A 


2334 


1226 


TAAAPVAPGTMDDATVLRKKGYIVGINLGKGSYAKVK 
SAYSERLKFNVAVKI I ARKKTPTDFVERFLPREMDI L 
ATVNHGSI IKTYEIFETSDGRI YI IMELGVQGDLLEF 
I KCQGALHEDVARKMFRQLS S AVKYCHDLDIVHRDLK 
CENLLLDKDFNIKLSDFGFSKRCLRDSNGRI ILSKTF 
CGSAAYAAPEVLQSI PYQPKVYDIWSLGVILYIMVCG 
SMPYDDSDIRKMLRIQKEHRVDFPRSKNLTCECKDLI 
YRMLQ\PDVS\KRLHIDEILSHSWLQPPKPK\ATSSA 
SFKREGEGKYRAE.CKLDTKTGLRPDHRPDHKLGAKTQ 
HRLLWPENENRMEDRLAETSRAKDHHI SGAEVGKAS 
T 


2318 


A 


993 


848 


TRYATPIjAPGPGHPFSCSRRMATHHTLWMGIiALLGVL 
GDLQAAPEAQVSVQPNFQQDKFLGRWFSAGLASNS SW 
LREKKAALSMCKSWAPATDGGLNLTSTFLRKNQCET 
RTMLLQPAGSLGSYS YRS PHWGSTYSVS WETD YDQY 
ALLYSQGSKGPGEDFRMATLYSRTQTPRAELKEKFTA 
FCKAQGFTEDTIVFLPQTDKCMTEQ 


2319 


A 


2 


3 94 


AIHVRCLLSPGHTAGHMSYFLWEDDCPDPPALFSGDA 
LS VAGCGS CLEGSAQQMYQS LAELGTLPPETKVFCGH 
EHTLSNLEFAQKVEPCNDHKRDEDDVPTVPSTLGEER 
LYNPFLRVAEEPVRKFTGKA 


2320 


A 


2 


762 


LEEVLKSELSOSTFEKTALALLDHPSEYAARQLQKAMK 
GLGTDESVLIEFLCTRTNKEI I AIKEAYQRLFDRSLE 
SNVKGDTSGNLKKI LVSLLQANRNEGDDVDKDLAGQD 
AKDLYDAGEGRWGTDELAFNEVLAKRSYKQLRATFQA 
YQILIGKDIEEAIEEETSGDLQKAYLTIjVRCAQDCED 
YFAERLYKSMKGAGTDEETLIRI IVTRAEVDLQGI KA 
KFQEKYQKSLSDMVRSDTSGDFRKLLVALliH 


2321 


A 


3 


1335 


QHS SRAGI S SVAMPWAPLGHSGSHQLCVTFS SLHCLT 
RRNMHQMTDGLDKPGQIRWPLAITLAIAWILVYFCIW 
KGVGWTGKWYFS ATYPYIMLI ILFFRGVTLPGAKEG 
ILFYITPNFRKLSDSEVWLDAATQIFFSYGLGLGSLI 
ALGSYNSFHNNVYRDSI IVCCINSCTSMFAGFVIFSI 
VGFMAHVTKRS I ADVAASGPGLAFLAYPEAVTQLPI S 
PLWAILFFSMLLMLGIDSQFCTVEGFITALVDEYPRL 
LRNRRELFI AAVCI I SYLIGLSNITQGGI YVFKLFDY 
YSASGMSLLFLVFFECVSISWFYGVNRFYDNIQEMVG 
1 SRPCIWWKLCWS FFTPI IVAGVF IFSAVQMTPLTMGN 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, * ss Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










YVF PKWGQGVGWLMALS SMVLI PGYMAYMFLTLKGS L 
KQRI QVMVQPSED I VRPENGPEQPQAGS S TS KEAYI 


2322 


A 


775 


945 


MMYI LLVFLTLWLL I EMI HCLQNGDHRRTRPPTETGW 
LPLRFHLRTGKI LRYLRGE * 


2323 


A 


197 


598 


MSALRPLLLLLLPLCPGPGPGPGSEAKVTRSCAETRQ 
VLGARGYSLNLI PPALI SGEHLRVCPQEYTCCS SETE 
QRLIRETEATFRGLVEDSGSFLVHTLAARHRKFDEFF 
LEMLFETLAFFCPDLS SHSTGA* 


2324 


A 


2031 


56 


GTAETFHSVHFC PQPVPKAPE S P SLDSALAS PLDPQA 
LACTPASPPDSQPPASPQDSEALDFETPSSSLAPQTP 
DSALASETLAS PQSLP PAS PLLEDREEGDLGKASELA 
ETPKEEKAEGAAMLELVGS I LRGCVPGVYRVQTVPSA 
RRPVVKFCHRPSGLHGDVSLSNRLALHNSRFLSLCSE 
LDGRTOPLVYTLRCWAQGRGLSGSGPLLSNYALTLLV 
I YFLQTRD PPVLPTVSQLTQKAGEGEQVEVDGWDC S F 
PRDASRLEPSINVEPLSSLLAQFFSCVSCWDIiRGSLL 
SLREGQALPVAGGLPSNLWEGLRLGPLNLQDPFDLSH 
NVAANVTSRVAGRLQNCCRAAANYCRSLQYQRRSSRG 
RDWGLLPLLQPS S PSSLLSATP I PLPLAPFTQLTAAL 
VQVFREALGCHIEQATKRTRSEGGGTGESSQGGTSKR 
LKVDGQKNCCEEGKEEQQGCAGDGGEDRVEEMVIEVG 
EMVQDWAMQS PGQPGDLPLTTGKHGAPGEEGQPSHAA 
LAERGPKGHEAAQEWSQGEAGKGAS LPS S AS WRCALW 
HRVWQGRRRARRRLQQQTKEGAGGGAGTRAGWLATEA 
QVTQELKGLSGGEERPETE PLLS FVAS VS PADRMLTV 
TPLQDPQGLFPDLHHFLQVFLPQAIRHLK 


2325 


A 


3 


262 


SLSMCREVHVYEYIPSVRQTELCHYHELYYDAACTLG 
AYHPLLYEKLLVQRLNMGTQGDLHRKGKVVLPGFQAV 
HCPAPSPVIPHS 


2326 


A 


241 


1449 


ASLCKGCFFVTHVLVI I LPSLQS PPTFGFLLDIDGVL 
VRGHRVI PAALKAFRRLVNSQGQLRVPWFVTNAGNI 
LQHSKAQELSALLGCEVDADQVILSHSPMKLFSEYHE 
KRMLVSGQGPVMENAQGLGFRNWTVDELRMAFPLLD 
MVDLERRLKTTPLPRNDFPRIEGVLLLGEPVRWETSL 
QLIMDVLLSNGS PGAGLATPPYPHLPVLASNMDLLWM 
AEAKMPRFGHGTFLLCLETIYQKVTGKELRYEGLMGK 
PS I LTYQYAEDLIRRQAERRGWAAP I RKLYAVGDNPM 
SDVYGANLFHQYLQKATHDGAPELGAGGTRQQQPSAS 
QSCISILVCTGVYNPRNPQSTEPVLGGGEPPFHGHRD 
LCFS PGLME ASHWNDVNEAVQLVFRKEGWALE 


2327 


A 


241 


1449 


ASLCKGCFFVTHVLVIILPSLQSPPTFGFLLDIDGVL 
VRGHRVI PAALKAFRRLVNSQGQLRVPWFVTNAGNI 
IjQHSKAQELSALLGCEVDADQVI LSHSPMKLFSEYHE 
KRMLVSGQGPVMENAQGLGFRNVVTVDELRMAFPLLD 
MVDLERRLKTTPLPRNDFPRIEGVLLLGEPVRWETSL 
QLIMDVLLSNGSPGAGLATPPYPHLPVLASNMDLLWM 
AEAKMPRFGHGTFLLCLETIYQKVTGKELRYEGLMGK 
PS ILTYQYAEDLIRRQAERRGWAAPIRKLYAVGDNPM 
SDVYGANLFHQYLQKATHDGAPELGAGGTRQQQPSAS 
QSCISILVCTGVYNPRNPQSTEPVLGGGEPPFHGHRD 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possib!e nucleotide 
insertion) 










LCFSPGLMEASHVVNDVNEAVQLVFRKEGWALE 


2328 


A 


1 


359 


I SGES I YWSQKPTPS SNASPWSEPAAVDVELTAYALL 
AQLTKPSLTQKE I AKATSI VAWLAKQRNAYGGFSSTQ 
DTWALQALAKYATTAYVPSEEINLWKSTENFQRTF 
NIQAVNRM 


2329 


A 


1 


359 


I S GES I YWSQKPTPS SNAS P WSEPAAVDVELTAYALL 
AQLTKPS LTQKE I AKAT S I VAWLAKQRNAYGGFS STQ 
DTWALQALAKYATT AYVP S EE I NL WKSTENFQRTF 
NIQAVNRM 


2330 


A 


1 


359 


I SGESI YWSQKPTPSSNASPWSEPAAVDVELTAYALL 
AQLTKPSLTQKE I AKATS I VAWLAKQRNAYGGFS STQ 
iyrWALQALAKYATTAYVPSEE INLVVKSTENFQRTF 
NIQAVNRM 


2331 


A 


1 


359 


I SGES I YWSQKPTPS SNAS PWSEPAAVDVELTAYALL 
AQLTKPSLTQKE I AKATS I VAWLAKQRNAYGGFS STQ 
DTWALQALAKYATTAYVPSEEINLWKSTENFQRTF 
NIQAVNRM 


2332 


A 


1 


359 


I SGES I YWSQKPTPS SNAS PWS E PAAVDVELTAYALL 
AQLTKPSLTQKEIAKATSIVAWLAKQRNAYGGFSSTQ 
DTWALQALAKYATTAYVPSEE INLWKSTENFQRTF 
NIQAVNRM 


2333 


A 


21 


446 


ME S AVRVESGVLVGWCLLLAC PATATGPEVAQ PEVD 
TTLGRVRGRQVGVKGTDRLVNVFLGI PFAQPPLGPDR 
FSAPHPAQPWEGVRDASTAPPMCLQDVESMNS SRFVL 
NGKQQI FSVSEDCLVLNVYS PAEVPAGSGRP 


2334 


A 


320 


171 


AASTTDGSYKCLCLPGYVPSDKPNYCTPLNTALNLEK 
CPFGLPHLSGSS 


2335 


A 


351 


49 


PASPPRWGCWGCWGRWDCFASRSPWARS * SRRPPRST 
AAAPRS PARPRTCAGCTRRTWKTGRPARSRRSGRTPR 
AGR* K* S PGSGTRTSRPGGRRRPAGAR 


2336 


A 


3 


813 


THASENAHGQAS SFANFLVRTYLGKDAGFDSEI FKRS 
TFGPSVEFTSVLKPVFAREKEPFSLSCLFSEDVLDAE 
SIQWFRJDGSLLRSSRRRKILYTDRQASLKVSCTYKED 
EGLYMVRVP S PFGPREQS TYVLVRDAEAENPGAPGS P 
LNVRCLDVNRDCL I LTWAPP S DTRGNP I TAYTI ERCQ 
GESGEWI ACHEAPGGTCRCPI QGLVEGQSYRFRVRAI 
SRVGS SVPSKASELWMGDHDAARRKTEI PFDLGNKI 
TISTDAFEDTV 


2337 


A 


834 


628 


DIREYK*NNPLVHMRTDET*MTMK* *MVKEKKI VKED 
WRKVHIiAS*QSFPSFFVIEHSKAIRGSWFPQL 


2338 


A 


834 


628 


DIREYK*NNPLVHMRTDET*MTMK* *MVKEKKI VKED 
WRKVHLAS*QSFPSFFVIEHSKAIRGSWFPQL 


2339 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 
C 


2340 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
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SEQ 

ri> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X-Unknown, *=Stop codon, 
/=possibIe nucleotide de!etion,=possible nucleotide 
insertion) 










QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 
C 


2341 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVS SCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 

c 


2342 


A 


38 


1435 


ACLICFRIGRGNCSRKICEEFIjNPQILLTLELWTLA 
GKNKCRCWTMLETLSRQWIVSHRMEMWLLILVAYMFQ 
RNVNSVHMPTKAVDPEAFMNI SEI IQHQGYPCEEYEV 
ATEDGYILSVNRI PRGLVQPKKTGSRPWLLQHGLVG 
GASNWI SNL PNNSLGFI LADAGFDVWMGNSRGNAWSR 
KHKTLSIDQDEFWAFSYDEMARFDLPAVINFILQKTG 
QEKIYYVGYSQGTTMGFIAFSTMPELAQKIKMYFALA 
PIATVKHAKSPGTKFLLLPDMMI KGLFGKKEFLYQTR 
FLRQLVIYLCGQVILDQICSNIMLLLGGFNTNNMNMS 
RASVYAAHTLAGTS VQNI LHWSQAVNSGELRAFDWGS 
ETKNLEKCNQPTPVRYRVRDMTVPTAMWTGGQDWLSN 
PEDVKMLLSEVTNLIYHKNIPEWAHVDFIWGLDAPHR 
MYNE 1 1 HLMHQEETQPF PRTA 


2343 


A 


38 


1435 


ACLICFRIGRGNCSRKICEEFLNPQILLTLELWTLA 
GKNKCRCWTMLETLSRQWIVSHRMEMWLLILVAYMFQ 
RNVNSVHMPTKAVDPEAFMNI SE I IQHQGYPCEEYEV 
ATEDGYILSVNRI PRGLVQPKKTGSRPWLLQHGLVG 
GASNWI SNLPNNSLGF I LADAGFDVWMGNSRGNAWSR 
KHKTLS IDQDEFWAFS YDEMARFDLPAVINFILQKTG 
QEKI YYVGYSQGTTMGF I AFS TMPELAQKI KMYFALA 
PIATVKHAKSPGTKFLLLPDMMIKGLFGKKEFLYQTR 
FLRQLVIYLCGQVILDQICSNIMLLLGGFNTNNMNMS 
RAS VYAAHTLAGTSVQNI LHWSQAVNSGELRAFDWGS 
ETKNLEKCNQPTPVRYRVRDMTVPTAMWTGGQDWLSN 
PEDVKMLLSEVTNLI YHKNI PEWAHVDFI WGLDAPHR 
MYNEI IHLMHQEETQPFPRTA 


2344 


A 


91 


1042 


VTMYKDCIESTGDYFLLCDAEGPWGIILESLAILGIV 
VTILLLLAFLFLMRKIQDCSQWNVLPTQLLFLLSVLG 
LFGLAFAFI IELNQQTAPVRYFLFGVLFALCFSCLLA 
HASNLVKLVRGCVSFSWTTILCIAIGCSLLQI 1 1 ATE 
YWLIMTRGMMFVNMTPCQLNVDFWLLVYVLFLMAL 
TFFVSKATFCGPCENWKQHGRLIFITVLFSIIIWWW 
I SMLLRGNPQFQRQPQWDDPWCI ALVTNAWVFLLLY 
I VPELCI LYRS CRQECPLQGNACPVTAYQHS FQVENQ 
ELSRDKWKVLLNSDFLSHSGA 


2345 


A 


2 


669 


AHTMVPEEEPQDREKGLWWVQVKVWSMAWS ILLLSV 
CFTVSSWPHNFMYSKTVKRLSKLREYQQYHSSLTCV 
MEGKDIEDWSCCPTPWTSFQSSCYFISTGMQSWTKSQ 
KNCSVMGADLWINTREEQDFI IQNLKRNSS YFLGLS 
DPGGRRHWQWVDQTPYNEN\SREYRMRFWHSGEPNNL 
DERCAIINFRSSEEWGWNDIHCHVPQKSICKMKKIYI 


2346 


A 


2 


669 


AHTMVPEEEPQDREKGLWWVQVKVWSMAWS ILLLSV 
CFTVSSWPHNFMYSKTVKRLSKLREYQQYHSSLTCV 
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SEQ 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










MEGKDIEDWSCCPTPWTSFQSSCYFISTOTQSWTKSQ 
KNCSVMGADLVVTNTREEQDFIIQNLKRNSSYFLGLS 
DPGGRRHWQWVDQTPYNEN\ SREYRMRFWHSGEPNNL 
DERCAI INFRS SEEWGWNDI HCHVPQKS I CKMKKI YI 


2347 


A 


1 


2093 


MLVLNSWAQVIHWPQPPKVLGLQPLEKTQYGFLGTDR 
VEEKTSVITIRVSVTHRHNSYMEAENLTELSKFLLLG 
LSDDPELQPVLFGLFLSMYLVTVLGNLLI ILAVSSDS 
HLHTPMYFFLSNLSFVDICFISTTVPKMLVSIQARSK 
D I S YMGCLTQVYFLMMFAGMDTFLLAVMAYDRFVAI C 
HPLHYTVIMNPCLCGLLVLASWFI IFWFSLVHILLMK 
RLTFSTGTEI PHFFCEPAQVLKVACSNTLLNNI VLYV 
ATALLGVF PVAGI LFS YSQI VS S LMGMS STKGKYKAF 
STCGSHLCWSLFYGTGLGVYLSSAVTHSSQSSSTAS 
VMYAMVTPMLNPFIYSLRNKDVKGALERLLSRADSCL 
LRC PS YTE PQNLTGVS EFLLLGLSEDPELQPVLAGLF 
LSMYLVTVLGNLLI ILAVSSDSHLHTPMYFFLSNLSL 
ADIGFTSTTVPKMIVDMQTHSRVISYEGCLTQMSFFV 
LFACMDDMLLSVMAYDRFVAI CHPLHYRI IMNPRLCG 
FLILLSFFISLLDSQLHNLIMLQLTCFKDVDISNFFC 
DPSQLLHLRCSDTFINEMVI YFMGAI FGCLPI SGI LF 
SYYKIVSPILRVPTSDGKYKAFSTCGSHLAVVCLFYG 
TGLVGYLSSAVLPSPRKSMVASVMYTVVTPMLNPFIY 
SLRNKDIOS ALCRLHGRI IKSHHLHPFCYMG 


2348 


A 


773 


317 


QCTQKAAEGYTQFYYVDVLDGKLACVNKCTKGTKSQM 
NCNLGTCQLQRSGPRCLCPNTNTHWYWGETCEFNIAK 
SLVYGIVGAVMAVLLLALIILIILFSLSQ\RKRHRPE 
SEGEADFGLENATNNFG\ PTLETVDSGTELHIQ\RPE 
MVASTV 


2349 


& 


55 


414 


MALTGYSWLLLSATFLNVGAE I S ITLEPAQPSEGDNV 
TLVVHGLSGELLAYSWYAGPTLSVSYLVASYIVSTGD 
ETPGPAHTXREAVRPDGSLDI QGILPRHSSTYI LQTF 
NRQLQTEVG 


2350 


A 


1 


790 


RGYNPNVNAGI I NS F ATAAFRFGHTLIN PI LYRLNAT 
LGEISEGHLPFHKALFSPSRI I KEGGIDPVLRGLFGV 
AAKWRAPSYLLS PELTQRLFSAAYSAAVDSAATI IQR 
GRDHGIPPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGSPGDIDLWPALMVEDLI PGTRVGPTLMC / 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDS IQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2351 


A 


1 


790 


RGYNPNVNAGI INSFATAAFRFGHTLINPILYRLNAT 
LGEISEGHLPFHKALFSPSRI I KEGGIDPVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGIPPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDS IQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2352 


A 


1 


671 


NFLPRRLLLTGPPQVGKTGSYLQFLRILFRMLIRLLE 
VDVYDEEEINTDHNESSEVSQSEGEPWPDIESFSKMP 
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SEQ I 1 
ID 


Method ] 


Predicted 1 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


/Vmino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletion,=possible nucleotide 
insertion) 










FDVSVHDPKYSLMSLVYTEKLAGVKQEVIKESKVEEP 
RKRETVS IMLTKYAAYNTFHHCEQCRQYMDFTS ASQM 
SDSTLHAFTFSSSMLGEEVQLYFIIPKSKESHFVFSK 
QGKHLESMRLPLVSDKNLNAVKSPIFTPSSG*HEHGH 

V 


2353 


A 


2 


805 1 


RELHKEVEVAKRNLAQQKI I SEMESKLVEQQLAEENK 
LLKEQENMKELWNLLRMTQIKIDEKEQKSKDFLKAQ 
QKYTNIVKEMKAKDLEIRIHKKKKCEIYRRLREFAKL 
YDTIRNERNKFVNLLHKAHQKVNEIKERHKMSLNELE 
I LRNSAVSQERKLQNSMLKHANNVT IRE SMQNDVRKI 
VSKLQEMKEKKEAQIiNNIDRLANTITMIEEEMVQIjRK 
RYE KAVQHRNERRGLS PGMI TKDRFLPVYGE I TTRNI 
QLEKKLMGL 


2354 


A 


159 


1028 


MGLCVPFAVTTSFLSLGLEWDLNVRLHGQHLVQQLVL 
RTVRGYLETPQPEKALALSFHGWSGTGKNFVARMLVE 
NLYRDGLMSDCVRMFIATFHFPHPKYVDLYKEQLMSQ 
I RETQQLCHQTLF I FDEAEKLHPGLLEVLGPHLERRA 
PEGHRAESPWTI FLFLSNLRGDI INEWLKLLKAGWS 
REE I TMEHLE PHLQ AE I VETI DNGFGHSRLVKENLID 
YFIPFLPLEYRHVRLCARDAFLSQELLYKEETLDEIA 
QMMVYVPKEEQLFSSQGCKSI SQRINYFLS * 


2355 


A 


736 


17 


* RAMNF S I C FLEI GS I * TGRYCKTVLC KLRAVL * S FR 
VLNI TKAYLVLFS S LYKNLI C S S VRS VPLKKFLKS L S 
SILRDRFFK*T*NPRGERERVLLGDFE*DRFRKCLSL 
IPLGGECSSDLLRTSPSLTALPPNSIHCCSDPCITSI 
NLE P I KLL * HLRPPE ASTHEANFTMAS PLFRPS * CFK 
KITPSTHKPEKKTRTSSSFTR*GKPRRNK*GFSAFNG 
LVFLGLKLPCPVPLV*NP 


2356 


A 


506 


1317 


GRTSSGKAGMWKPGAESWPLHTGAAQVMWFEKLYAGL 
QCVEKYLIYPAVVLNALTVDAHTVVSHPDKYCFYCRA 
LLMTVAGLKLLRSAFCCPPQQYLTLAFTVLLFHFDYP 
RLSQGFLLDYFLMSLLCSKLWDLLYKLRFVLTYIAPW 
QITWGSAFHAFAQPFAVPHSAMLFVQALLSGLFSTPL 
NPLLGSAVFIMSYARPLKFWERDYNTKRVDHSNTRLV 
TQLDRNPGADDNNLNS I F YEHLTRSLQHTLCGDLVLG 
RWGNYGPGDCF 


2357 


A 


506 


1317 


GRTSSGKAGMWKPGAESWPLHTGAAQVMWFEKLYAGL 
QCVEKYLIYPAVVLNALTVDAHTWSHPDKYCFYCRA 
LLMTVAGLKLLRSAFCC P PQQ YLTLAFTVLLFHFDYP 
RLSQGFLLDYFLMSLLCSKLWDLLYKLRFVLTYIAPW 
QITWGSAFHAFAQPFAVPHSAMLFVQALLSGLFSTPL 
NPLLGSAVFIMSYARPLKFWERDYNTKRVDHSNTRLV 
TQLDRNPGADDNNLNS I FYEHLTRSLQHTLCGDLVLG 
RWGNYGPGDCF 


2358 


A 


3 


301 


STATWAGVQWCNLSSLQPLPSGFKPFSCLSLPGSWDH 
RHLPPCPANFLYCFFLVEMGFHYVGQAGLKLLT/S/G 
DLCASAPQS AGSTGVNHRVRLGLLI YI P 


2359 


A 


326 


1379 


PE PHAVQ CAE LRHQQ PRD PQRLQQDGS AD AP AE RKPH 
CGGERAHGSG\FLAMLLVLGLCGAAYRPTEEIDLRSV 
GWGNI FQLPFKHVRDYRLRHLVPFFI YSGFEVLFACT 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GI ALGYGVC SVGLERLAYLLV\ AYSLGAS AAS LLG\ L 
LGLWLPRPVPLVAGAGVHLLLTFI LFF \ WAPVPRVLQ 
HS WI LYVAAALWGVGS ALNKTGL S TLLGI L YEDKERQ 
DFIFTIYHWWQAVAIFTVYLGSSLHMKAKLE\VLLVT 
LVAAAVS YLRMEQKLRRGVAPRQPR\ I PRPQHKVRG\ 
YRYLQAHNSDESDPEGEHADAAQEEAPPAGPRPGP\E 
PAGLGRRPCPYEQAQGGD\GPEEQ 


2360 


A 


2 


1397 


LRAGEDMAASASAAAGEEDWVLPSEVEVLESIYLDEL 
QVI KGNGRTS PWE I YI TLHPATAEDQDSQYVCFTLVL 
QVPAE YPHE VPQI S I RNPRGLSDEQIHTI LQVLGHVA 
KAGLGTAMLYELIEKGKEILTDNNI PHGQCVI CLYGF 
QEKEAFTKTPCYHYFHCHCLARYIQHMEQELKAQGQE 
QEQERQHATTKQKAVGVQCPVCREPLVYDLASIiKAAP 
EPQQPMELYQPSAESLRQQEERKRLYQRQQERGGIID 
LEAERNRYFI SLQQPPAPAE PE SAVDVSKGSQPPSTL 
AAELSTSPAVQSTLPPPLPVATQHICEKIPGTRSNQQ 
RLGETQKAMLDPPKPSRGPWRQPERRHPKGGECHAPK 
GTRDTQELPPPEGPLKEPMDLKPEPHSQGVEGPPQEK 
GPGSWQGPPPRRTRDCVRWERSKGRTPGSSYPRLPRG 
QGAYRPGTRRESLGLESKDGS 


2361 


A 


718 


305 


SEQE PLLGDTPGSRE WD I LE TEEHYKSRWRS I R I LYL 
TMFLSSVGFSWMMSIWPYLQKIDPTADTSFLGWVIA 
SYSLGQMVASPIFGLWSNYRPRKEPLIVSILISVAAN 
CLYAYLHI PASHNKYYMLVARGLLGIG 


2362 


A 


169 


879 


MTAEFLSLLCLGLCLGYEDEKKNEKPPKPSLHAWPSS 
WEAESNVTLKCQAHSQNVTFVLRKVNDSGYKQEQSS 
AENEAEFPFTDLKPKDAGRYFCAYKTTASHEWSESSE 
HLQLWTDKHDELEAPSMKTDTRTI FVAIFSCISILL 
LFLSVFIIYRCSQHSSSSEESTKRTSHSKLPEQEAAE 
ADLSNMERVSLSTADPQGVTYAELSTSALSEAASDTT 
QEPPGSHEYAALKV* 


2363 


A 


169 


879 


MTAEFLSLLCLGLCLGYEDEKKNEKPPKPSLHAWPSS 
WEAESNVTLKCQAHSQNVTFVLRKVNDSGYKQEQSS 
AENEAEFPFTDLKPKDAGRYFCAYKTTASHEWSESSE 
HLQLWTDKHDELE APSMKTDTRT I FVAI FS C I S I LL 
LFLSVFIIYRCSQHSSSSEESTKRTSHSKLPEQEAAE 
ADLSNMERVSLSTADPQGVTYAELSTSALSEAASDTT 
QEPPGSHEYAALKV* 


2364 


A 


43 ! 


369 


AAAWGLAAWGEGPTDATSCWEVGAGGPGNSRPNQTVS 
MDLNSASTVVLQVLTQATSQDTAVLKPAEEQLKQWET 
QPGFYSVLLNIFTNHTLDINVRWLAVLYFKHGIDR 


2365 


A 


4272 


1534 


CHGLQHLTPFRELNLSLQG*EPH*AA*QAVRSEEKSI 
C * GS PS CHLVLGVLVPVARQS SHS AGPAQS AFR * TGT 
GSGTPKAAEQSGYWEAYTLGHQHWNMFPIQRPPLVMK 
GRRIMCGKCEKG*VSDSVTGGRAVAGEQASQRRTVFT 
AGGGECLGAKSVRASVFTGNQPGVMGLLNGKRGGCFE 
SGYLFGFIVIGKIQSLEAKVPLPVNGQTGERAS PGNC 
RIHIVDAVC*SEHH*DHFLAAAFLENSTIIS*VAPGS 
WQDHAVLQKE VQAS VRCRGFE S VDTAPAGF WAHS PPG 
LQGE PTTTS VSLFVLAPQDGEGVPFVEGQLVTVLGLV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, | 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










VPQS IRHTFVHHTQLFLHPI * KLGALDVAFLHLLTLV 
CSS FNVAYG* GKNGGTTLHQLPAEVNAVTRGSAVQRR 
PSITISSIHVDTKIQQELHDVMVAGADGWQWGDPFV 
VGLAGI FHLIDDPLHQIELSFQRRV* EQCQGVKPDSQ 
PVPRPLRVGLLQVGPLVRGGGRRVAGRGKRCWRDLLF 
PWRWGLSHRTRDLLRGGDRGHVVVIVLCRLGSLVGGL 
GTDELLWFGGR* LI I IGI * *RGRLSGEWGCGLGRGEIj 
FQVS IGIGVSIVHIGQGDHEVLGGAGLVERGALHATG 
QGVEALVQQLLDVGPAGALGLCDGAALFQGPGRVGQL 
PAEGLQVCI TLVAQWRMHDGRELGGAEWPWQALHGAA 
I CGVGGAI LLKALSQYFLKGG* RLWCARGQ * PVKKRQ 
RRWRG*TRR*NGLTIHCFN*LI *GAVCCRLVILRWCG 
LLEVHGVYGT* IHCLGS FPGRLWP* PFI SQERPNGHC 
QWEFRLAVP S WKCRWS RWRVRGTWRYGNPLLNLL* GA 
WLGGAACGGQQGGPLS TWQACTGPGQAAFLPPFQGAC 
RPRTQRCRTWVCPIAWRQLLAYTRD 


2366 


A 


193 


366 


MYGMLEWPI SMYFVAFLHCFLCSGGNLGDSFQALPEL 
CANCSSSPRVLCCVVMSPLP* 


2367 


A 


1038 


1402 


YYQI SSLPS I VGNGI FLWLLI CI FLAKQGGSRL* FQP 
FGRPRGGGHIiRSGVLGQPGQHGETP/SFFYNSKISPA 
LWGPPVI PSALGGEAGKSL* PRRQRFQRGGI APLPSR 
VRGRAKLFLKKK 


2368 


A 


480 


226 


MHFLATFALFFI FGVFFLFAVLTNLLLAEEVNI RGGN 
FLGSFLVHTLFLDQVPGEITHDSHLVLAITINTASPK 
FSSSIFFYQL* 


2369 


A 


259 


941 


PVSWSLNSCRFFFFF*DQSLPSVV/QAGSGQ*RNLDS 
L\QPLASRFK*FSSSRLL\SSW\DYRHMATMARLIFI 
FLVEMGF\TMLARLVLNFLTSSDPPTSAFPKWLGLQG 
VKPNTRAVGFN* * LGYYS 1 1 LYHSNS PGTDLVF I LF I 
YLFTYLFLRQEQNS AAQARVQ * WHNLGSLQS PPPGV\ 
H*FLCLSLPSSWDYRCAPPHQANFFIFSRDGVSPCWP 
GWS*TPDtiR 


2370 


A 


1676 


1197 


MALRHLALLAGLLVGVAS KSMENTAQL PE CCVD WGV 
NAS C PGASLCGPGCYRRWNADGS ASCVRCGNGTLPAY 
NGS ECKS FAGPGAPF PMNRS SGTPGRPHPGAPRVAAS 
LFLGTFFISSGLILSVAGFFYLKRSSKLPRACYRRNK 
APALQPGERLQ* 


2371 


A 


1078 


594 


VGMELPAVNLKVI LLGHWLLTTWGC IVFSGS YAWANF 
TI LALGVWAVAQRDS I DAI SMFLGGLLATI FLD I VHI 
SIFYPRVSLTDTGRFGVGMAILSLLLKPLSCCFVYHM 
YRERGGELLVHTGFLGSSQDRSAYQTIDSAEAPADPF 
AVPEGRSQDARGY 


2372 


A 


3 


517 


HEGRELETGQGRQS S VGAAQGTGVRAGVRAGTTQSGR 
RRARVSGRLAEVSMAS VAWAVLKVLLLLPTQTWS PVG 
AGNPPDCDAPLASALPRSSFSSSSELSSSHGPGFSRL 
NRRDGAGGWTPLVSNKYQWLQ I DLGERMEVTAVATQG 
GYGS SDWVTS YLLMFSDGGRNWK 


2373 


A 


3 


517 


HEGRELETGQGRQS S VGAAQGTGVRAGVRAGTTQSGR 
RRARVSGRLAEVSMAS VAWAVLKVLLLLPTQTWS PVG 
AGNPPDCDAPLASALPRSSFSSSSELSSSHGPGFSRL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide de!etion } =possible nucleotide 
insertion) 










NRRDGAGGWT PLVSNKYQ WLQ I DLGERME VTAVATQG 
GYGS SDWVTS YLLMFSDGGRNWK 


2374 


A 


2 


1078 


GRVGWELWCMYI SPPKDWWDAGDPSLPIRTPAMIGCS 
FWNRKFFGE I GLLDPGMDVYGGENI ELGI KVWLCGG 
SMEVLPCSRVAHI ERKKKP YN SNI GF YTKRNALRVAE 
VWMDDYKSHVYIAWNLPLENPGIDIGDVSERRALRKS 
LKCKNFQWYLDHVYPEMRRYNNTVAYGELRNNKAKDV 
CLDQGPLENHTAILYPCHGWGPQLARYTKEGFLHLGA 
LGTTTLL PDTRCLVDNS KSRL PQIiLDCDKVKS S LYKR 
WNF I QNGAI MNKGTGRCLEVENRGLAGI DL I LRS CTG 
QRWTIKNSIK*REGAGALEPGPQDMAAPPNIWTSCPG 
GETARGRQVLDGPPRAS PGQHRDPG 


2375 


A 


2 


630 


ESNSRCRKMPGERCRGGPARLSLLLDLPTRPLPHPRQ 
VIDFGSASIFSEVRYVKEPYIQSRFYRAPEILLGLPF 
CEKWWSLGCVMDELHLGWPLYPGNNEYDQVRYI CE 
TQGLPKPHLLHAACKAHHFFKRNPH PDAANPWQLKS S 
ADYLAETKVRPLERRKYMLKSLDQIETVNGGSVASRL 
TFPDREALAEHADLKSMVELI SAC 


2376 


A 


77 


273 


PRTGMGCCLPGADPAEIRSSPSPSWSTAGSQGCWMTS 
FSPCSCAPCCSSGCACTTGFVSREKESV 


2377 


A 


1164 


464 


APWPLPLLRSPQSRPHSLGSLFPSLPGLAELDLQRTL 
SLQAPPVKEGPLFIHRTKGKGPLMSSSFKKLYFSLTT 
EALSFAKTPS SKCVNELNQWLSALRKVS INNTGLLGS 
YHPGVFRGDKWS CCHQKEKTGQGCDKTRSRVTLQEWN 
D P LDHDLE AQL I YRHLLGVE AMLWERHRE L S GGAEAG 
TVPTSPGKVPEDSLARLLRVLQDLREAHSSS PAGS PP 
SEPNCLLELQT 


2378 


A 


706 


951 


MRCGWGPLGCLGTGAPAGWMVLGS PRSQLQRARWSRA 
SLS AFGWE I RLRPEGPKAPRQLLLVALES ETLGVHGG 
ATPLHCL* 


2379 


A 


2 


456 


CVNTFGSYICKCHKGFDLMYIGGKYQCHDIDECSIjGQ 
YQCSSFARCYNVRGS YKCKCKEGYQGDGLTCVYI PKV 
MIEPSGPIHVPKGNGTILKGDTGNNNWIPDVGSTWWP 
PKTPYIPPIITNRPTSKPTTRPTPKPTPIPTPPPPPR 
IPP 


2380 


A 


3 


1435 


LRRHFFFPPSFPPLLLPSLPLSSPLSSFPPRSAGACW 
GERLVLQALALRGRPAGSWRGEEAGTAMAPQKHGGGG 
GGGSGPSAGSGGGGFGGSAAVAAATASGGKSGGGSCG 
GGGS YS AS S S S SAAAAAGAAVLPVKKPKMEHVQADHE 
LFLQAFEKPTQIYRFL*TRNLIAPIFLHRTLTYMSHR 
NSRTNIKRKTFKVDDMLSKVEKMKGEQESHSLSAHLQ 
LTFTGFFHKNDKPSPNSENEQNSVTLEVLLVKVCHKK 
RKDVSCPIRQVPTGKKQVPLNPDLNQTKPGNFPSLAV 
SSNEFEPSNSHMVKSYSLLFRVTRPGRREFNGMINGE 
TNENIDVNEELPARRKRNREDGEKTFVAQMTVFDKNR 
RLQLLDGEYEVAMQEMEECPISKKRATWETILDGKRL 
PPFETFSQGPTLQFTLRWTGETNDKSTAPIAKPLATR 
NS E S LHQENKPGS VKPTQT I AVKE S LTTDIjQKK 


2381 


A 


20 


1748 


KPFNVGLSLNKTERLQLSHGGCKARTAVRAGVFYRAV 
LQPLTLAQGGLPGGSGK/ EGS SGCAGTDVGEQASGHR 
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TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop cpdon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










ALS * QAVTPAPS *MGHPLSGS *GHQLEPQAGTS PNFA 
LVTLGHSRPQFPQL*GEALGRRGWPQPVS * * PGVSIR 

PAGQAREGQL * GGTAACGAVGPERVGI S PS \ QEHGPG 
GRRGVRVDKDTPAESHPHSI P SNKGTP S RKPAVF PGA 
PVPPSLTPLSHKATLPSSLTGGRGGGGGKADCSGEPG 

pnm r^r^nMD'DiruT.DT.a Dft Qni4PflQ& PfTTtOPPfYRKP'RC^ 
LPGRCRSDPSGVPTAPESGPGPGEPRP/ GTQDALVWP 
CLGPCSGPSQDLGSGGTCGSLCSRHHPPLPRPT*VAS 
S * GQAGLSFAHPS PP/SRAELGQDANATPPSA* R/GS 
panpPTMTcrwofiPvnf; AHWAR / PGOEATPAGTEYG*DC 
PS VGS PQAQDGGQGRRCEGGG \ PGPW * HH * AHS PCGA 
AGCWPRCRRSSAADQRAAQGAPPCAGTGAARRARVRC 
PAGAAGSAAARTRNRPAG * QS APPGRTRGS 


2382 


A 


84 


428 


MSERVERNWSTGGWLLALCLAWLWTHLTLAALQPPTA 
TVLVQQGTCEVIAAHRCCNRNRIEERSQTVKCSCFSG 
QVAGTTRAKPSCVDDLLLAAHCARRDPRAALRLLLPQ 
PPSS 


2383 


A 


84 


428 


MSERVERNWSTGGWLLALCLAWLWTHLTLAALQPPTA 
TVLVQQGTCEVIAAHRCCNRNRIEERSQTVKCSCFSG 
QVAGTTRAKPSCVDDLLLAAHCARRDPRAALRLLLPQ 

nnoe 


2384 


A 


1919 


3044 


HQGPSTPPSWAMSGPPTPLSREDWHQGPSTPPSWAMS 
EPPT/SSIQGLASGAVHTILLGDVRATYTSIQGVTSG 
VSQVSRAAQMAVPS SRI LQLS KPKAPATLLE \ EWDPV 
PKPKPHVSDHNRLLHLAKVPRKEGSGKKVGAF PEIKG 
PEAFRDKARAMESQSNDMPFDELLALYGYEASDPI SD 
RESEGGDVDPNLPDMTLDKEQIAKDLLSGEEEEETQS 
SADDLTPSVTSHEASDLFPNRSGCLLAGEAESSRGLL 
PRAQPVPRGAGLADNSRGALLRAHGTTOVGTTATVKP 
ADAPPESPRDRRSRNDSHRPTGPSESERQPQSNQPTL 
t t T3r»tiP r rTPTro r rTaT\nfPZVDAPAT?c?PP'r)RRRPMDSHG 
QSSRRSC 


2385 


A 


1206 


2266 


RHLLTI FHKLKI YKT INKI DFKKKRVTQLLVFCLFLC 
LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLLFGLFS 
LFYVFTLLGNGTILGLISLDSRLHTPMYFFIjSHLAVV 
NI AYACNTVPQMLVNLLHPAKPI SFAGCMT* TFLFLS 
FAHTECLLLVLMSYDRYVAICHPLRYFIIMTWKVCIT 
LAITSOTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
ILSVLRLACADTWLNQWIFAACMFILVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
IiRNVEVKGALRRALCKESHS 


2386 


A 


1206 


2266 


RHLLTI FHKLKI YKTINKIDFKKKRVTQLLVFCLFLC 
LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLLFGLFS 
LFYVFTLLGNGTILGLI SLDSRLHTPMYFFLSHLAW 
NI AYACNTVPQMLVNLLHPAKPI SFAGCMT* TFLFLS 
FAHTECLLLVLMSYDRYVAICHPLRYFIIMTWKVCIT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
I LS VLRLACADTWLNQWI FAACMF I LVGPLCLVLVS 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AI VMYMAPKSRHPEEQQKVLFLF YS SFNPMLNPLI YN 
LRNVEVKGALRRALCKESHS 


2387 


A 


176 


371 


HFYFCFSDIN1AAEPKVNRGKAGVKRSAAEMYGSVTE 
HPSPSPLLRSGTLLFITALCPSVGIFSF 


2388 


A 


3870 


3673 


NTQCIPEGLESYYAEQDSSAREKFYTVINHYNLAKQS 
ITRSVSPWMSVLSEEKLSEQETEAAEKSA 


2389 


A 


1 


542 


SGSSHASDGSGFQELRICSEDQTPLIAGMCSLPMARY 
YI I KYADQKALYTRDGQLLVGDPVADNCCAEKI CTLP 
NRGLDRTKVPI FLGIQGGSRCLACVETEEGPSLQLED 
VNIEELYKGGEEATRFTFFQSSSGSAFRLEAAAWPGW 
FLCGPAEPQQPVQLTKESEPSARTKFYFEQSW 


a 5 y u 




o 




ILNERLANYLQKVRMLERENAELESKIQEESNKELPV 
LCPDYLSYYTTIEELQQKILCTKAENSRLVSQIDNTK 
LTADDLRAKYEAEVSLRQLVESDANGLKQILNVLTLG 
KADLEAQVQSLKEELLCLKNNHKEEINSLQCQLGERL 
DIEVTAAPSADLNQVLQEMRCQYEPIMETNRKDVEQW 
FNTQ 






3 


581 


GRRLRSE PRPARP P I ARAWPPAPGADGRARRTRVPAP 
CLPRAPCYGVRPRAWRPRPARLRGGLVRWLLSGGPQP 
RRPRATERPSAGTGAAPRRTEPRGRCRGCGRGRG* GP 
RAWGLALCS PHS C SGAAWGPTTGSQRSWP AVARS WQG 
DS SRCPALRTTTVTAGS KAAL PE S AAE VS PMS S S PGR 
KRSGFAA 


2392 


c 


175 


454 


MGSLCFLPSLQYWCDELKVEXKTQGRGFPLPGSPASA 
SHASWTALVKGVGSGQAQEAEGSEEQEIGESPGQSQG 
VAGAGLGLNEGQVPRMXTR 


2393 


A 


157 


396 


GGGWTSCSVRFLEQQNQVLETKWELLQQLDLNNCKNN 
LEPILEGYI SNLRKQLETLSGDRVRLDSELRSVRDVV 
EDYKKR 


2394 


A 


126 


561 


WKMKKMCNWLRI INYTPDMARAAVDEAI QEGLEVWS K 
VTPLKFTKI SKGI ADIMIAFRTRVHGRCPRYFDGPLG 
VLGHAFPPGPGLGGDTHFDEDENWTKDGADLHDNS PF 
YGHDGCLAHAFPPGPGIGGDVHFDNDETRTKDFR 


2395 


A 


126 


561 


WKMKKMCNWLRI INYTPDMARAAVDEAIQEGLEVWSK 
VTPLKFTKI S KGI AD IMI AFRTRVHGRCPRYFDGPLG 
VLGHAFPPGPGLGGDTHFDEDENWTKDGADLHDNSPF 
YGHDGCLAHAFPPGPGIGGDVHFDNDETRTKDFR 


2396 


A 


1 


1452 


MAELRPSGAPGPTAPPAPGPTAPPAFASLFPPGLHAI 
YGECRRLYPDQPNPLQVTAIVKYWLGGPDPLDYVSMY 
RNVGS PS ANI PEHWHYI S FGLSDLYGDNRVHEFTGTD 
GPSGFGFELTFRLKRETGESAPPTWPAELMQGLARYV 
FQSENTFCSGDHVSWHS PLDNSESRIQHMLLTEDPQM 
QPVQTPFGWTFLQIVGVCTEELHSAQQWNGQGILEL 
LRTVP I AGGPWL I TDMRRGET I FE I D PHLQERVDKGI 
ETDGSNLSGVS AKCAWDDLSRPPEDDEDSRS I C IGTQ 
PRRLSGKDTEQIRETLRRGLEINSKPVLPPINPQRQN 
GLAHDRAPSRKDSLESDS STAI I PHELIRTRQLESVH 
LKFNQE SGALI PLCLRGRLLHGRHFTYKS I TGDMAI T 
FVSTGVEGAFATEEHPYAAHGPWLQILLTEEFVEKML 
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TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










EDLEDLTS PEEFKL PKE YSWPEKKLKYS I LPDWFDS 
PLH 


2397 


A 


126 


434 


MCTKTIPVLWGCFLLWNLYVSSSQTIYPGIKARITQR 
ALDYGVQAGMKMI EQMLKE KKLPDLSGSE S LEFLKVD 
YVNYNFSNI KISAFSFPNTSLAFVPGVGI 


2398 


A 


1489 


290 


FRPLATEPRGS S PVQLVS STMSVRTLPLLFLNLGGEM 
LYILDQRLRAQNIPGDKARKVLNDI I STMFNRKFMEE 
LFKPQELYS KKALRTVYERLAHAS IMKLNQASMDKL Y 
DLMTMAFKYQVLLCPRPKDVLLVTFNHLDTIKGFIRD 
SPTILQQVDETIiRQLTEIYGGLSAGEFQLIRQTLLIF 
FQDLHIRVSMFLKDKVQNNNGRFVLPVSGPVPWGTEV 
PGLIRMFNNKGEEVKRIEFKHGGNYVPAPKEGSFEFY 
GDRVLKLGTNMYSVNQ PVETHVSGS S KNLAS WTQE S I 
APNPLAKEELNFLARLMGGMEIKKPSGPEPGFRLNLF 
TTDEEEEQAALTRPEELSYEVINIQATQDQQRSEELA 
RIMGEFEITEOPRLSTSKGDDLLAMMDEL 


2399 


A 


1489 


290 


FRPLATEPRGSSPVQLVSSTMSVRTLPLLFLNLGGEM 
LYI LDQRLRAQNI PGDKARKVLNDI I STMFNRKFMEE 
LFKPQELYS KKALRTVYERLAHAS IMKLNQASMDKLY 
DLMTMAFKYQVLLC PRPKDVLLVTFNHLDT I KGF I RD 
SPTILQQVDETLRQLTEIYGGLSAGEFQLIRQTLLIF 
FQDLHIRVSMFLKDKVQNNNGRFVLPVSGPVPWGTEV 
PGLIRMFNNKGEEVKRIEFKHGGNYVPAPKEGSFEFY 
GDRVLKLGTNMYSVNQPVETHVSGS SKNLASWTQES I 
APNPLAKEELNFLARLMGGMEIKKPSGPEPGFRLNLF 
TTDEEEEQAALTRPEELSYEVINIQATQDQQRSEELA 
RIMGEFEITEOPRLSTSKGDDLLAMMDEL 


2400 


A 


1214 


1357 


NKINMFIAALFTIAKT\WNQPK\CPTMIDWIKKRGSS 
RVASSSSPTRTR 


2401 


A 


85 


396 


MI LINFRE I CLKVLHTPLCVSGGCVLLYI LALTCCYT 
NSLLISHLPPLSLPTETQTHLFMYRVLKVRKDIKNHV 
FHPTYLVAKETETYGEELI PLPPCREHQD* 


2402 


A 


919 


1439 


KLKDFFFEMEYCSVAQAGVQWSLQPPSPWFKQFSYVS 
LPSSWDYSHLPPCPANLFLVEMRFHLVGQAGLKLLTS 
GDPPASASRSAGIIGVSHHAWPKIKRFYETKWLPILS 
IQLLSGLFIWALLFFCFVLHFCSI IWGNSLEVFPESV 
CRHNKI CVLCTQKHNVSYES I TQPV 


2403 


A 


74 


226 


MS S WPRMLAHCF YLLKALS S S YLI KEMTIMPGTLLST 
LCILTHLNLPTPL* 


2404 


A 


255 


369 


PTESAPGLGFCFPDFGQSLPNEKQTSAI\LSDHQQSQ 
LC 


2405 


A 


5671 


1873 


GREREEELQWRRRRRQRRGAAAPAAPAGGI EAVNMAS 
ASYHI SNLLEKMTS SDKDFRFMATNDLMTELQKDS I K 
LDDDSERKWKMI LKLLEDKNGEVQNLAVKCLGPLVS 
KVKE YQVET I VDTLCTNMLSDKEQLRD I S S I GLKTVI 
GELPPASSGSALAANVCKKITGRLTSAIAKQEDVSVQ 
LEALDIMADMLSRQGGLLVNFHPS I LTCLLPQLTS PR 
LAVRKRTI I ALGHLVMSCGNI VFVDLIEHLLSELSKN 
DSMSTTRTYIQCIAAISRQAGHRIGEYLEKIIPLWK 
FCNVDDDELRE YC IQAFES FVRRCPKEVYPHVS TI IN 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X-Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










ICLKYLTYDPNYNYDDEDEDENAMDADGGDDDDQGSD 
DEYSDDDDMSWKVRRAAAKCLDAVVSTRHEMLPEFYK 
TVSP\ALI SRPKEREENVRADVFHAYLSLLKQTRPVQ 
SWLCDPDAMEQGETPLTMIiQSQVPNIVKALHKQMKEK 
SVKTRQCCFNMLTELVNVLPGALTQHI PVLVP6I I FS 
LNDKSSSSNLKIDALSCLYVILCNHSPQVFHPHVQAL 
VPPWACVGDPFYKITSEALLVTQQLVKVIRPLDQPS 
SFDATPYI KDLFTCTI KRLKAADIDQEVKERAISCMG 
QI I CNLGDNLGSDLPNTLQI FLERLKNEI TRLTTVKA 
LTLIAGSPLKIDLRPVLGEGVPILASFLRKNQRALKL 
GTLSAIJDILIKNYSDSLTAAMIDAVLDELPPLISESD 
MHVSQMAISFLTTLAKVYPSSLSKISGSILNELIGLV 
RS PLLQGGALSAMLDFFQALVVTGTNNLGYMDLLRML 
TGPVYSQSTALTHKQS YYS IAKCVAALTRACPKEGPA 
imnm?T nnwwcp QTn c; t P T J i AT.T DLSG 

V V lyiJ V x\l x O is. O XUO .LIvlX! IrtUJ-UJ-iVJla V Uluil xj±j>j\j 

QLELKSVILEAFSSPSEEVKSAAS YALGSI SVGNLPE 
YLPFVLQEI TSQPiCRQYLLLHSLKEI I SSASWGLKP 
YVENIWALLLKHCECAEEGTRNWAECLGKLTLIDPE 
TLLPRLKGYLISGSSYARSSWTAVKFTI SDHPQPID 
PLLKNCIGDFLKTLEDPDLNVRRVALVTFNSAAHNKP 
SLIRDLLDTVLPHLYNETKVRKELIREVEMGPFKHTV 
DDGLD I RKAAFE CMYTLLD S CLDRLD I FE FLNHVEDG 
T ."KDHYDT XMLTPLMLWLSTLCPSAVLORLDRLVEPL 
RATCTTKVKANSVKQEFEKQDELKRSAMRAVAALLTI 
PEAEKSPLMSEFQSQISSNPELAAIFESIQKDSSSTN 
LESMDTS 


2406 


A 


1 


824 


THACALISSRFIILSSFHVIIjNKTKHTCIHTHSLTLK 
MQDEERYMTIjNVQSKKRSSAQTSQLTFKDYSVTIjHWY 
KI LLGI SGTVNGI LTLTLI SL I LLVSQGVLLKCQKGS 
CSNATQYEDTGDLKVNNGTRRNI SNKDLCASRSADQT 
VLCQSEWLKYQGKCYWFSNEMKSWSDSYVYCLERKSH 
LL 1 1 HDQLEMSLV\ QF * AF I QKNLRQLNYVWI GLNFT 
SLKMTWTWVDGSPIDSKIFFIKGPAKENSCAAIKESK 
IFSETCSSVFKWICQY 


O A f\H 
Z£U / 


A 






MCC T7T J . A WT ATT.T T KT GL WLLYF I KLLIHI EF I KR 
HS ILKCES I FNLNVGIRMYPGQVNFCETLQMIiDGFGR 
IFQTK 


2408 


A 


65 


320 


LQMSSLPTAAPALDVDWQSSTTFASCSTDMCIHVCRL 
GCDRPVKTFQGHTVSE S SCHWSRVCENVMWEP I LVCL 
ELKATAAADQIi 


2409 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPLSRFLMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLSPPRRTPAPPE 
\ PGS P\ APGEGPSGRKRRRVPRDGRPAGNALTPELAP 
VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTLAS 
PAFD 


2410 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPLSRFLMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLSPPRRTPAPPE 
\ PGS P\ APGEGPSGRKRRRVPRDGRPAGNALTPELAP 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
add residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibie nucleotide deletion =possible nucleotide 
insertion) 










VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTIiAS 
PAFD 


2411 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPLSRFLMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLSPPRRTPAPPE 
\PGSP\APGEGPSGRKRRRVPRDGRPAGNALTPEIiAP 
VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTIiAS 
PAFD 


2412 


A 


12 

r 


1154 


GILRQKEREERNRIHKKEILFLEHLLWPSEMSSIiSG 
KVQTVLGLVE PSKLGRTLTHEHLAMTFDCCYC P PP PC 
QEAISKEPIVMKNLYWIQKNAYSHKENLQLNQETEAI 
KEELLYFKANGGGALVENTTTGI SRDTQTLKRLAEET 
GVHI ISGAGFYVDATHSSETRAMSVEQLTDVLMNEIL 
HGADGTS I KCGI IGE I GCSWPLTE S ERKVLQATAHAQ 
AQLGCPVIIHPGRSSRAPFQI IRILQEAGADISKTVM 
SHLDRTILDKKELLEFAQLGCYLEYDLFGTELLHYQL 
GPDIDMPDDNKRIRRVRLLVEEGCEDRILVAHDIHTK 
TRLMKYGGHGYSHILTNWPKMLLRGITENVLDKILI 
ENPKQWLTFK 


2413 


A 


575 


759 


SVYSASSCKCCNYRKTEQIPDCEQPPASSMPERPSHE 
SQPTPQMMPLSAPSRAEELGQRPG . . 


2414 


A 


131 


1677 


VRGDDLTRALRARRRRSGSGSNFRWEPQATGILLFL 
PPPPVCPAPLPLSLLFPAPPAKMNSSDEEKQLQLITS 
LKEQAIGEYEDLRAENQKTKEKCDKIRQERDEAVKKL 
EEFQKI SHMVI EEVNFMQNHLE I EKTCRE S AEALATK 
LNKENKTLKR I SML YMAKLGPDVI TEE INI DDEDS TT 
DTDGAAETCVSVQCQKQIKELRDQIVSVQEEKKILAI 
ELENLKSKLVEVIEEVNKVKQEKTVLNSEVLEQRKVL 
EKCNRVSMLAVEE YEEMQVNLELEKDLRKKAE S FAQE 
MFIEQNKLKRQSHLLLQSS I PDQQLLKALDENAKLTQ 
QLEEERIQHQQKVKELEEQLENETLHKEIHNLKQQLE 
LLEEDKKELELKYQNSEEKARNLKHSVDELQKRVNQS 
ENSVPPPPPPPPPLPPPPPNPIRSLMSMIRKRSHPSG 
S GAKKE KATQ PETTE EVTDLKRQAVEEMMDR I KKGVH 
LRPVNQTARPKTKPE S S KGCE S AVDELKGI LASQ 


2415 


A 


1157 


918 


RS GVPDQPGQHGEAP S LLKI QNLAGRSGGPL * SQLLR 
RENRLNLGGGLP*AKIAPRLHPCTPAWVTDRDSVSKK 
KILFP 


2416 


A 


70 


222 


MFCSFPLLILQVYPTWKNPNWHLTFHTSVFSFPKGVR 
SLARGIPDHLHSA* 


2417 


A 


163 


531 


MQQMMWAGLLC PQLEWLQGRACRPCGLLASDAAALWF 
RGGI SAWED S CAVSN I RHEAYNCHLS VFLNRCANELT 
VQ FLI I LAFQ I MLS CAV I APAVPVFQRLTLKRS GRTS 
LGSTGRLHFCK* 


2418 


A 


60 


266 


MKRLRFVLRVFQMTAFITGAHTITNYSDRRLYI SPLS 
HFFMNSGSSAQSVLSHSYVSQIFFKNVSKYF* 


2419 


A 


218 


1885 


QSDLSTRTQLARLLFCAKTGELVGTMKIFCSRANPTT 
GSVEWLEEDEHYDYHQEIARS S YADMLHDKDRNVKYY 
QGI RAAVSRVKDRGQKALVLD I GTGTGLLSMMAVTAG 
ADFCYAIEVFKPMADAAVKI VEKMGFSDKI KVINKHS 



WO 2004/080148 



PCT7US2003/030720 



674 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HAHRHLVEENCEAVPHRATVYAQLVESGRMWSWNKLF 
PIHVQTSLGEQVIVPPVDVESCPGAPSVCDIQLNQVS 
PADFTVLSDVLPMFSIDFSKQVSSSAACHSRRFEPLT 
SGRAQWLS WWDI EMDPEGKI KCTMAPFWAHSDPEEM 
QWRDHWMQCVYFLPQEEPWQGSALYLVAHHDDYCVW 
YSLQRTS PEKNERVRQMRPVCDCQAHLLWNRPRFGEI 
NDQDRTDRYVQALRTVLKPDSVCLCVSDGSLLSVLAH 
HLGVEQVFTVESSAASHKLLRKI FKANHLEDKINI IE 

WYVRTAVDQHLGPGAMVMPYAASLHAVVVEFKDLWRI 
R 


2420 


A 


2121 


1148 


HYLGSLELGQCGQLS PLPCGLQVALYKS VPTRLLSRA 
WGRLNQVELPHWLRRPVYSLYIWTFGVNMKEAAVEDL 
HHYRNLSEFFRRKLKPQARPVCGLHSVI SPSDGRILN 
FGQVKNCEVEQVKGVTYSLESFLGPRMCTEDLPFPPA 

DWTVSHRRHFPGSLMSVNPGMARWI KELFCHNERWL 
TGDWKHGFFSLTAVGATNVGS IRI YFDRDLHTNS PRH 
SKGSYNDFSFVTHTNREGVPMRKGEHLGEFNLGSTIV 
LIFEAPKDFNFQLKTGQKIRFGEALGSL 


2421 








np dppp q dp ppt . auanmDrzDP q g p c co no rvtr g pntd 
AWTGPSSQARRSPGLRGQGRLAGARPPSWPE/EDSRV 
PGKDKL*GKELEISA*SQPPSARPPSGCTAPGANRNS 
WTNSSERILRAHF/APLPPSPPPPLEAGG/LPP*GAT 
RGPS AVPS F PS VSGDWGGPVEAGRAGSRAEGE PGRAL 
APSLLCSLPPRFAGSQALGLPWAVTAERWQELRASEL 
RNR 


2422 


A 


87 


594 


KCLRKSDEALNRVLQQI \RVPPKMKRGTSLHSRRGKP 
EAPKGS PQI NRKSGQEMTAVMQSGRPRS S STTDAPTG 
SAMMEIACAAAAAAAACLPGEEGTAERIERLEVSSLA 
QTSSAVASSTDGSIHTDSVDGTPDPQRTKAAIAHLQQ 
KI LKLTEQ I KI AQTARRNRRPG 




A 






MCOPXrVT TART PT O T>(~n\Tr~i VV\XJ PTT TTOTaXTTiT T?01l BTTIT5 

W b b b V rU-iLiy AlivaJjb PviN GKDHS I LHSRNDLEEAF I HF 
MGKGAAAERFFSDKETFHDIAQVASEFPGAQHYVGGN 
AALIGQKFAANSDLKVLLCGPVGPKLHELLDDNVFVP 
PESLQEVDEFHLI LEYQAGEEWGQLKAPHANRFI FSH 

IJljoiNoiVLYUNtYiXJlS V r V a b JjiL Ji r y FJJljVjrtjljbbJjrilYlMiibiJb 

KELQRKRLLEWTSI SDI PTGI PV\HLELG\ SMTNRE 
LMSSIV\JjQQVFPAVTSLGLNEQELLFLTQSASGPHS 
SLS SWNGVPDVGMVSDI LFWI LKEHGRSKSRASDLTR 
IHFHTLVYHIIjATVDGHWANQLAAVAAGARVAGTQAC 
ATETIDTSRVSLRAPQEFMTSHSEAGSRIVLNPNKPV 
VEWHREGISFHFTPVLVCKDPIRTVGLGDAISAEGLF 
YSEVHPHY 


2424 


A 


122 


505 


MLWELVLLGEPLVVMAPSPSESSETVLALVNCISPLK 
YFSDFRPYFTIHDSEFKEYTTRTQAPPSVILGVTNPF 
FAKTLQHWPHI IRIGDLKPTGEI PKQVKVKKLKNLKT 
LDSKPGVYTSYKPYSN* 


2425 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 

nnclpntirie 
uuvtcuuuc 

location of 
first amino 
acid residue 

•IWU ft VvlUUv 

of peptide 
sentience 


Predicted 

ending 

nucleotide 

MA UVlVv iiu w 

location of 
last amino 
acid 

residue of 
n en tide 
sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










SQL I RAGKP YQLQVALP PVS PQI YPNERHS I RC PESG 
EHYEVTLLHFLQEYL 


2426 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFIiDENVHFFHTNFLV 
SQLIRAGKPYQLQVALPPVSPQIYPNERHSIRCPESG 
EHYEVTLLHFLQEYL 


2427 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
SQLIRAGKPYQLQVALPPVSPQIYPNERHSIRCPESG 
EHYEVTLLHFLQEYL 


2428 


A 


245 


392 


GPGCIPAALLQPPKDDKKKKDAGKSAKKDKDPVNKSG 
GKAKKKVEIRPL 


2429 


A 


138 


1671 


EAVQVLI KHS ADVNARDKNWQTPLHVAAANKAVKCAE 
VT I PLLSSVNVSDRGGRTALHHAALNGHVEMVNLLLA 
TfnATJTMAPDKKDRRALHWAAYMGHLDVVALLINHGAE 
OTCKDKKGYTPLHAAASNGQINVVKHLLNLGVEIDEI 
NVYGNTALH I ACYNGQDAWNELI DYGANVNQ PNNNG 
FTPLHFAAASTHGALCLELLVNNGADVNIQSKDGKSP 
LHMTAVHGRFTRSQTLI QNGGE I DCVDKDGNTPLHVA 
ARYGHELLINTL I TSGADTAKCGI HSMF PLHLAALNA 
HSDCCRKLLSSGQKYSIVSLFSNEHVLSAGFEIDTPD 
KFGRTCLHAAAAGGNVECIKLLQSSGADFHKKDKCGR 
TPLHYAAANCHFHCI ETLVTTGANVNETDDWGRTALH 
YAAASDMDRNKTILGNAHDNSEELERARELKEKEATL 
CLEFLLQNDANPS I RDKEGYNS I HYAAAYGHRQCLEL 
LLERTNSGFEESDSGATKSPLHLAVSEMP 


2430 


A 


1266 


210 


PWAVSQLAS GG\ ATI PGIRGAGRSRPPGILVPACTSE 
G/ P/ SSQYNFI ADWEKTAPAWYIEILDRHPFLGRE 
VPI SNGSGFWAADGLI VTNAHWADRRRVRVRLLSG 
DTYEAWTAVDPVADIATLRIQTKEPLPTLPLGRSAD 
VRQGEFWAMGS PFALQNT I TSGI VS S AQRPARDLGL 
PQTNVEYIQTDAAIDFGNSGGPLWLDGEVIGVNTMK 
VTAGISFAIPSDRLREFLHRGEKKNSSSGISGSQRRY 
IGVMMLTLSPSILAELQLREPSFPDVQHGVLIHKVIL 
GS PAHRAGLRPGDVI LAI GEQMVQNAEDVYEAVRTQS 
QLAVQIRRGRETLTLYVTPEVTE 


2431 


A 


80 


403 


MLWFSGVGALAERYCRRS PGI TCCVLLLLNCSGVPMS 
IiASSFLTGSVAKCENEGEVLQIPFITDNPCIMCVCLN 
KEVTCKREKCPVLSRDCALAI KQRGACCEQCKGC 


2432 


A 


469 


1020 


GISGKAGGSMRSGSVCSGAAAMPIEEPALRSWQRPFL 
KWAGGKYSLLPELDRLI PAGKRLIEPFVGGGSVFLNS 
DKHERFLLADVSADLINLYQMLAWPDSVIYEAMKAF 
RHLNDAENYTLI RE AFNAQRLDAVERAAAFLYLNRHC 
FNGLIRYNLDGFFQQGH* ER* RQVFPRQSWQRTDS 


2433 


A 


1 


266 


GHFRVPALGYLDVRI VDTDYS SFAVLYI YKELEGALS 
TMVQLYSRTQDVSPQALKAFQDFYPTLGLPEDMMVML 
PQSNACNPESKEAP 


2434 


A 


2 


1318 


LRKEGRCRRGSNRGWAAPAEGLGGRGMLGVRCLLRS 
VRFCS SAPF PKHKPS AKLSVRDALGAQNASGERI KI Q 
GWIRSVRSQKEVLFLHVNDGSSLESLQWADSGLDSR 
ELTFGS SVEVQGQLI KS PS KRQNVELKAEKI KVIGNC 
DAKDFPI KYKERHPLE YLRQYPHFRCRTNVLGS I LRI 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 

firct amino 

111 31 OlUUiU 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 
peptide 

sefliiencfi 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










RSEATAAIHSFFKDSGFVHIHTPIITSNDSEGAGELF 
QLEPSGKLKVPEENFFNVPAFLTVSGQLHLEVMSGAF 
TQVFTFGPTFRAENSQSRRHLAEFYMIEAEISFVDSL 
QDLMQVIEELFKATTMMVLS KC PEDVELCHKF I APGQ 
KDRL*HMLKNNFLIISYTEAVEILKQASQNFTFTPEW 
GADLRTEHEKYLVKHCGNI PVFVINYPLTLKPFYMRD 
NEDGPQELEGSVA* HSLGLMI LLS I WIGQP 


2435 


A 


58 


501 


GNKAFVCFYLSQLENYGMPFSRTEDGKIYQRAFGGQS 
LKFGKGRQAHRCCCVADRTGHS I LHTSYGRSLRYDTS 
YFVEYFALDLLMENRECRGVI AQCNEDGS IHHI RAKN 
TWATG*ESNFYFISFVKMNKFLLECLYFKENRGIVE 


2436 


A 


3 


717 


DSLDNHRCRGDLTKTYSLEAYDNWFNCLSMLVATEVC 
RWKKKHRTRMLEFFIDVARECFNIGNFNSMMAIISG 
MNLSPVARLKKTWSKVKTAKFDVLEHHMDPSSNFCNY 
RTALQGATQRSQMAN S SREKI VI PVFNLFVKD I YFLP 
QNP\ SNHLPNGHINFKKFWE I SRQIHEFMTWTQVECP 
FEKDKKIP\SYLLTAPHPTARKLSSSPSFESEGPENH 
MEKDSWKTLRTTLLNRA 


2437 


A 


130 


726 


ITCCGYDALSSIRKNLCCLWICSKPYSLLMGEGDAFW 
APSVLPHSTLSTLSHHPQPQFGRGMESKVSQGGLNVT 
LTIRLLMHGKEVGSI IGKKGETVKKMREESGARINIS 
EGNCPERIVTITGPTDAIFKAFAMIAYKFEEDIINSM 
SNS PATSKPPVTLRLWPASQCGSLIGKGGSKI KEIR 
EVTGPSQPGPLRSL 


2438 


A 


401 


249 


DTLIYTCAPEFDFMEKATPLRYTKTLLLPWMVITCF 
IFKKTVRDISCVLA 




TV 

A 


1 671 

ID / X 


429 


TGGRVGGSRSRRALPLPAPVEAGVLTSAGPSGWWQR 
IEDTTKMAAVSGLVRRPLREVSGLLKRRFHWTAPAAV 
QV\ TVRDAI NQGMDEELERDE KVFLLGEEVAQ\ YDGA 
YKVSRGLWKKYGDKRI I \DTPI SEMGFAWELLVGAAI 
GWGLRPILLNLWTFNFSM\QAI\DQVINSAAKTYYM\ 
SG\ GLQPVL I VS WGPN\ GAS AGVAAQHSQCFAAWYGH 
CPGLKWS P\ WTS *DAKGLI KS AIRDNNPWALENEL 
MYGVPF\EFPPEAQSKDF\LIPIGKAKIEMHGTHITV 
VSHSRPVG\HCLRSLPAS/VLSKEGVEC\EVINMRT\ 
I RP \MDMET \ IE A\ S VMKTKF I L * LWEGGWPQFG \ VG 
A\ E I CARI M \ EGPAFNF \ LDAPAVRVTGADVPMPYAK 
I LEDNS I PQVKDI I F AI KKTLN I ! 


2440 


A 


66 


1349 


APNSESGTQGPLPTPANLFWTRRANPDPTTSMSATDR 
MGPKAVPGLRLALLLLLGLGTPKSGVQGQEGLDFPEY 
DGVDRVINVNAKNYKNVFKKYEVLALLYHE PPEDDKA 
SQRQFEMEELILELAAQVLEDKGVGFGLVDSEKDAAV 
AKKLGLTEVDSMYVFKGDEVI EYDGEFSADTI VEFLL 
DVLEDPVELIEGERELQAFENIEDEIKLIGYFKSKDS 
EHYKAFEDAAEEFHPYI PFFATFDSKGAKKLTLKLNE 
IDFYEAFMEEPVTIPDKPNSEEEIVNFVEEHRRSTLR 
KLKPESMYETWEDDMDGIHIVAFAEEADPDGFEFLET 
LKAVAQDNTENPDLSIIWIDPDDFPLLVPYWEKTFDI 
DLSAPQIGWNVTDADRLWMEMDDEEDLPSAEELEDW 
LEDVLEGEINTEDDDDDDDD 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
Location of 
last amino 
acid 

residue of 
peptide 


Amino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletion,=possible nucleotide 
insertion) 


2441 


A 


1002 


2209 


WPYNPLAFFRERLQPNCPFHSSEGSSGKLS*PPSPS 
FTS SLCDSRTSGFGAS STTH* HS * IRATLI S S AFTIiA 
VAWAALLCPPISSCSSETWLSLRQMGSEPKVQPSCCE 
ASPSSVHLPPLPSWAVSVQASPGSSPSMGPRGSSVSP 
PLAGGEAGLPTSGNPPNSSPWASGQGGWASLSLTSLS 
SQLSGWMAAA*LGSFSSSSSFSWGTWLSPFVSSSITG 
AES TGTSTDAVSN FLS AFKE PEAVMGS GS S WAGS S S S 
RVPPNSSSDEHVPGSPAVSSVATGFTTGSSTLEIITC 
SVPSGGGLGPGRERLSPLANELGTSGCFSSSDSWNTS 
LLRVSLPGTPGRMAEALLAGIjAWFDPVGGFRSVKIjDT 
LSLGKAMLSSNKLCFFKIAASFITFRVSSSRI 


2442 


A 


1 


933 


MGSRLLCWVLLCLLGAGPVKAGVTQTPKHLITATGQQ 
VTLRCSPRSGDLSVSWYQQSLDQGLQFLIQYYNGEER 
AKGNILERFSAQQFPDLHSELNLSSLELGDSALYFCA 
SSVKVGTGELFFGEGSRLTVLEDLKNVFPPEVAVFEP 
SEAEI SHTQKATLVCLATGFYPDHVELSWWVNGKEVH 
SGVSTDPQPLKEQPALNDSRYCLSSRLRVSATFWQNP 
RNHFRCQVQFYGLSENDEWTQDRAKPVTQIVSAEAWG 
RADCGFTSESYQQGVLSATILYEILLGKATLYAVLVS 
ALVLMAMVKRKDSRG 


2443 


A 


368 


18 


SRTPENYLKSSIPSAHRQKRKRTI PSAKGTFPGFFRA 
AKLLCQSLS PFMTGRAP* ALAGDTSAFMALLPRTHLS 
ATPAVCPFPETFI SSVFVASLFTI LELKYHLLREAFP 
LLPS*N 


2444 


A 


5 


235 


DSSRMSYQQQQCKQPCQPPPVCPTPKCPEPCPPPKCP 
EPCPPPKCPQPCPPQQCQQKYPPVTPSPPCQSKYPPK 

SK 


2445 


A 


82 


2929 


TRTKRRLGREKAMAS PPRGWGCGELLLPFMLLGTLCE 

PGSGQIRYSMPEELDKGSFVGNIAKDLGLEPQELAER 

GVRIVSRGRTQLiFALNPRSGSLVTAGRIDREELCAQS 

PLCWNFNILVENKMKI YGVEVEI I D INDNF PRFRDE 

ELKVKVNENAAAGTRLVLPFARDADVGVNSLRSYQLS 

SNLHFSLDWSGTDGQKYPELVLEQPLDREKETVHDL 

LLTALDGGDPVLSGTTHIRVTVLDANDNAPLFTPSEY 

SVS VPEN I P VGTRLLMLT ATD PDEGINGKLT YS FRNE 

EEKISETFQLDSNLGEI STLQSLDYEESRFYLMEWA 

QDGGALVASAKWVTVQDVNDNAPEVILTSLTSSISE 

DCLPGTVI ALFSVHDGDSGENGEI ACS I PRNLPFKLE 

KSVDNYYHLLTTRDLDREETSDYNITLTVMDHGTPPL 

STESHI PLKVADVNDNPPNFPQASYSTSVTENNPRGV 

S I FS VTAHDPDSGDNARVTYSLAEDTFQGAPLS SYVS 

INSDTGVLYALRSFDYEQLRDLQLWVTASDSGNPPLS 

SNVSLSLFVLDQNDNTPEILYPALPTDGSTGVELAPR 

SAE PGYLVTKWAVDKDSGQNAWLS YRLLKASE PGLF 

AVGLHTGEVRTARALLDRDALKQSLWAVEDHGQPPL 

S ATFTVTVAVADRI PD I LADLGS I KTPI DPEDLDLTL 

YLWAVAAVSCVFLAFVIVLLVLRLRRWHKSRLLQAE 

GSRLAGVPASHFVGVDGVRAFLQTYSHEVSLTADSRK 

SHLIFPQPNYADTLLSEESCEKSEPLLMSDKVDANKE 

ERRVQQAPPNTDWRFSQAQRPGTSGSQNGDDTGTWPN 
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678 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










NQFDTEMLQAMI LASASEAADGS STLGGGAGTM6LSA 
RYGPQFTLQHVLQGELGSDYRQNVYI PGSNATLTNAA 
GKRDGKAPAGGNGNKKKSGKKEKK 


2446 


A 


61 


241 


ANLGPTAPPRSGPVLGAGEKGRGEMRRAPFFLSAGGL 
ETPPPSAALLWAPGRRADEI SGL 


2447 


A 


1 


306 


CGCGSCGGCGGRCGGGCGGGCSGGCGGGCGGGCGGGC 
GSCTTCRCYRVGCCSSCCPCCRGCCGGCCSTPVICCC 
RRTCGSCGCGYGKGCCQQKCCCQKQCCC 


2448 


A 


3 


761 


YAKLGTRDPSKLCRHSLKCLECNEVFQDETSIiATHFQ 
QAADTSGQQMKKHPCRQCDKSFSSSHSLCRHNRIKHK 
GIRKVYACSHCPDSRRTFTKRIjMLEKHVQLMHGIKDP 
DLKE / TDRCHQ * GGNRNKRRH * GPQSQAEVGRT S SGV 
QASPRSNHSTTEKAENQ\FFKVHKCAVCGFTTENLLQ 
FHEHI PQHKSDGS S YQCRECGLCYTSHVSLSRHLFI V 
HKLKEPQPVSKQNGAGEDNQQENKPSHEGGI P 


2449 


A 


2740 


2525 


MIETWLWLLLLNVGGTGQWSGPTFRRENVLPAAHIGP 
KYGPLLPS TAKGTVKVS C PS STPHP PLQGKGTPD * 


2450 


A 


656 


513 


MSLLLPPLALLLLLAALVAPATAATAYRPDWNRLSGL 
TRARVETCGG* 


2451 " 


A 


42 


266 


KLILLKIQYFNIiLMKCCFRI KGKLEEQRPERVKPFMT 
GAAEOIKHILANFKNYQVNTLSIWIKGLYNFNCKSKN 


2452 


A 


6 


664 


LPGRPTRAPTRPAEHSIVGTRLVSCQLQPSQPNADQG 
KLTTMRIAVICFCLLGITCAIPVKQADSGSSEEKQLY 
NKYPDAVATWLNPDPSQKQNLLAPQTLPSKSNESHDH 
MDDMDDEDDDDHVDSQDSIDSNDSDDVDDT\DDSHQS 
DE SHHSDE S \D\ ELVTDF PTDLP ATEVFT PWPTVDT 
YDGRGDS WYGLRSKS KKFRRPD I QYPDATDEDI TS 


2453 


A 


68 


348 


IQGMHFAAGRLSTKTFCTGHGS PVDI CTAKPRDIPMN 
PMGI YRSPEKKATEDEGSEQKI PEATNRRDVEPTKAN 
SRFATTF YQHIjADS KNDND 


2454 


A 


5214 


352 


MAKSGGCGAGAGVGGGNGALTWVNNAAKKEESETANK 
NDS S KKLS VERVYQKKTQLEH I LLRPDTYI GS VE PLT 
QFMWVYDEDVGMNCREVTFVPGLYKI fde ilvnaadn 
KQRDKNMTCIKVSIDPESNI I SIWNNGKGI PWEHKV 
EKVYVPALI FGQLLTS SNYDDDEKKVTGGRNGYGAKL 
CN I F S T KFTVE T AC KE YKHS F KQTWMNNMMKT S E AKI 
KHFDGEDYTCITFQPDLSKFKMEKLDKDIVALMTRRA 
YDLAGS CRGVKVMFNGKKLPWGFRS YVDLYVKDKLD 
ETGVALKVIHELANERWDVCLTLSEKGFQQI SFVNSI 
ATTKGGRHVDYWDQWGKLI E WKKKNKAGVS VKPF 
QVKNHIWVFINCLIENPTFDSQTKENMTLQPKSFGSK 
CQLSEKFFKAASNCGI VES ILNWVKFKAQTQLNKKCS 
SVKYSKI KGI PKLDDANDAGGKHSLECTLILTEGDSA 
KSLAVS GLGVI GRDRYGVFPLRGKILNVREASHKQ IM 
ENAEINNI I KI VGLQYKKSYDDAQSLKTLRYGKIMIM 
TDQDQDGSHIKGLLINFIHHNWPSLLKHGFLEEFITP 
I VKASKNKQELS FYSI PEFDEWKKHIENQKAWKIKYY 
KGLGTSTAKEAKEYFADMERHRILFRYAGPEDDAAIT 
LAFSKKKIDDRKEWLTNFMEDRRQRRLHGLPEQFLYG 
TATKHLTYNDFINKELILFSMSDNERSI PSLVDGFKP 
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679 
TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GQRKVLFTCFKRNDKREVKVAQLAGSVAEMSAYHHGE 
Q ALMMT I VNLAQN FVGSNN I NLLQ P I GQ FGTRJoHGGK 
DAAS PRYI FTMLSTLARLLFPAVDDNLLKFLYDDNQR 
VEPEWYI PI I PMVLINGAEGI GTGWACKLPNYDARE I 
VNNVRRMLDGLDPHPMLPNYKNFKGTIQELGQNQYAV 
SGE I FWDRNTVE I TEL P VRTWTQVYKE QVLE PMLNG 
TDKTPALI SDYKEYHTDTTVKFVVKMTEEKLAQAEAA 
GLHKVFKLQTTLTCNSMVLFDHMGCLKKYETVQDILK 
EFFDIiMjSYYGIJlKEWLVGMLGAEFTKLNNQARFILE 
KIQGKITI *NRSKKDLIQMLVQRGYESDPVKAWKEAQ 
EKAAEEDETQNQHDDSSSDSGTPSGPDFNYILNMSLW 
SLTKEKVEELI KQRDAKGREVNDLKRKS PSDLWKEDL 
AAFVEELDKVE SQEREDVLAGMSGKAI KGKVGKPKVK 
KLQLEETMPS PYGRRI I PEITAMKADASKKLLKKKKG 
DLDTAAVKVEFDEE F SGAPVEGAGEEALTPS VP INKG 
PKPKREKKEPGTRVRKTPTSSGKPSAKKVKKRNPWSD 
DESKSESDLEETEPWI PRDSLLRRAAAERPKYTFDF 
SEEEDDDADDDDDDJNJNlJlJilili^ xviu\3aUav v 
PSDGLDKDEYTFSPGKSKATPEKSLHDKKSQDFGNLF 
SFPSYSQKSEDDSAKFDSNEEDSASVFSPSFGLKQTD 
KVPSKTVAAKKGKPS SDTVPKPKRAPKQKKVVEAVNS 

DSDbbrolirJSAl X ± irJ\AjJNAjKw\J\JN^IVrt 

PGRKTSKTTSKKPKKTSFDQDSDVDIFPSDFPTEPPS 
LPRTGRARKEVKYFAESDEEEDDVDFAMFN 


2455 


A 


2 


154 


FKIQKTRLQREGFDPRQTSDRLFFLDLKQGHYLPLNE 
AVYTRI LbbAfc Ah 


2456 


A 


483 


765 


FQGQRMAGEQKPS SNLLEQFI LLAKGTSGSALTALI S 
QVLEAPGVYVFGELLELANVQELAEGANAAYLQLLNL 

on vri«PvnnvT a win? OT DfT.V 
FAYGTx PD Y iANlUib JjFe»1jx 


2457 


A 


9 


422 


ESRERSGNRRGAEDRGTCGLQS PSAMLGAKPHWLPGP 
LHSPGLPLVLVLLALGAGWAQEGSEPVLLEGECLVVC 

ETGNGTSGAIYFDQVLVNEGGGFDRAS 


2458 


A 


64 


435 


GRGVCVAAWSQRS I AGNNDYRLFHKMSNSHPLRPFTA 

f 7/-iT3TTMTtrLTTT T .T HTPT? VTITWJ'V W\TC1W TfP T7P A 

VGEIDHVJilJjbJiHXL-AJjlJA \i\sacu\t\v trJtx 
HRVILAARCQYFRALLYGGMRESQPEAEI PLQDTTAE 
AFTMLLXYIYTGR 


2459 


A 


126 


434 


MCTKTIPVLWGCFLLWNLYVSSSQTIYPGIKARITQR 
AT.DYGVOAGMKMIEOMLKEKKLPDLSGSESLEFLKVD 
YVNYNF SN I KISAFSF PNT S LAFVPGVGI 


2460 


A 


126 


434 


MCTKTI PVLWGCFLLWNLYVS S SQTI YPGI KARITQR 
ALDYGVQAGMKMIEQMLKEKKLPDLSGSESLEFLKVD 
YVNYNFSNI KISAFSFPNTSLAFVPGVGI 


2461 


A 


126 


434 


MCTKTI PVLWGCFLLWNLYVS S SQTI YPGI KARITQR 
ALDYGVQAGMKMIEQMLKEKKLPDLSGSESLEFLKVD 
YVNYNFSNI KI SAFS FPNTSLAFVPGVGI 


2462 


A 


3 


1057 


EEEQECRPAIKTSDIDNPSHFEKQYESSSSSTHSDRS 
SDGEQDFVS S I LPGNRPNSTN I KPQLHQKS IMKKKAG 
HKANS KH* D * EQTVVDVTEQLGDCKLD SQEKDATCEL 
PLQKVNTQSSSNSTLPGRLKASENSESEYSRSEITLV 
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680 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GI SKKSAEHFKRKFAKSNQVSRSVSSSVQVCPEVGKR 
NLLiKVLKETLI EWKTEETLRFLYGQNYASVCLKPEAS 
LVKEELDEDDI ISDPDSHFPAWRESQNSLDESLPFRG 
SGTAIKPLPSYENLKKETEKLNLRIREFYRGRYVLGE 
ETTKSQDSEEHDSTFPLIDSSSQNQIRKRIVLEKLSK 
VLPGLLVPLQITLGDIYT 


2463 


C 


135 


341 


MYIKIKPRSFGIIHNLPSKPGPLFLPHSLIGWFDFTA 
S FLYPMNC S AMHHXVRKS S S ATAI TKI GKTG 


2464 


A 


265 


395 


RLCDGLFPQQDPAAPAPCEETQLSLLPLQGCGLMEGK 
TMEAKT 


2465 


A 


88 


1496 


QETS KMETLS F PRYNVAE I VI HIRNKI LTGADGKNLT 

irvmT VDMT3ITDT7T7T UMT VTVTPZiT.OTW^T'RT.R'H'P'YMMPV 
IvN JJJj i Kin Fivfii V LirilYl J. I iylKauv 4. v i \3i touin,r x ru*i jt v 

NSEVMYPHLMEGFLPFSNLVTHLDSFLPICRVNDFET 

ADILCPKAKRTSRFLSGI INFIHFREACRETYMEFLW 

QYKSSADKMQQLNAAHQEALMKLERLDSVPVEEQEEF 

KQLSDGIQELQQSLNQDFHQKTIVLQEGNSQKKSNIS 

EKTKRLNELKLSVVSLKEIQESLKTKIVDSPEKLKNY 

KE KMKDTVQKLKNARQE WEKYE I YGDS VDCLP S CQL 

EVQLYQKKIQDLSDNREKLASILKESLNLEDQIESDE 

SELKKLKTEENSFKRLMIVKKEKLATAQFKINKKHED 

VKQ YKRTVI ED CNKVQE KRGAVYERVTT I NHE I Q KI R 

LGIQQLKDAADREKLKSQE I FLNLKTALEKYHDGI EK 

AAEDSYAKIDEKTAELKRKMFKMST 


2466 


A 


194 


2287 


GMGSENSALKSYTLREPPFTLPSGLAVYPAVLQDGKF 
AS VFVYKRENEDKVNKAAKVP * * HLKTLRHPCLLRFL 
SCTVEADGIHLVTERVQPLEVALETLSSAEVCAGIYD 
ILLALI FLHDRGHLTHNNVCLSSVFVSETCHWKLGGM 
ETVCKVSQATPEFLRS I QS I RDPAS I PPEEMS PEFTT 
LPECHGHARDAF S FGTLVE SLLTI LNEQVS ADVLS S F 
QQTLHSTLLNPI PKWRPALCTLLSHDFFRNDFLEVVN 
FLKSLTLKSEEEKTEFFKFLLDRVSCLSEELIASRLV 

riT t t xrrsT \rt?HT? , o\T'h.\T\ V GT?T.DVT.T.^DK"imH2Xn^RTPP 
PT iT il iNQ Li V r An FVAv iJir X ijJjolrlNJNJJrxrtv^" 

LLSPALFQSRVI PVLLQLFEVHEEHVRMVLLSHIEAY 
VGALSLREQLKKV\IL\PQVLLG\LRD\TSDSIVAIT 
IjHSLAVLVSLLGPE VWGGERTKI FKRTAP\ S FTK\N 
TDLSLEGDPFSQPIKFPINGLSDVKNTSEDSENFPSS 
SKKSEEWPDWSGPE\EPENQTVNI\QIWP\REP\CDD 
VKSQCTTLDVEESSWDDCEPSSLDTKVNPGGGITATK 
PVTSGEQKPIPALLSLTEESMPWKSSLPQKISLVQRG 
DDADQIEPPKVSSQERPLKVPSELGLGEEFTIQVKKK 
PVKDPEMDWFADMI PEI KPS AAFLI LPELRTEMVPKK 
DDVS PVMQF S S KFAAAE I TEGEAEGWEEEGELNWEDN 
NW 


2467 


A 


2 


868 


I AGVAVFFYRDMFVRKDRKI HKDAESAQSCTDS SGSF 
AKLNGLFDSPVKEYQQNIDSPKLIVT/ SLTSRKELPP 
NGDTKSMVMDHRGQPPELAALPTPESTPVLHQKTLQA 
MKSHSEKAHGHGASRKETPQFFPSSPPPHSPLSHGHI 
PSAIVLPNATHDYNTSFSNSNAHKAEKKLQNIDHPLT 
KSSSKRDHRRSVDSRNTLNDLLKHLNDPNSNPKAIMG 
DIQMAHQNLMLDPMGSMSEVPPKVPNREASLYSPPST 
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681 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/ — nnccihlp nnrlefltide deletinn =nossible nucleotide 
insertion) 










liPRNSPTKRVDVPTTPGVPMTSLERQRGYHK 


2468 


A 


483 


764 


MGSVFWHVLFCI SGVCLWCAHRMAAFLQQMAVLLPVD 
CERPAAVHWLALCGCCYGQLVWBSRTRSCFWSLECLC 
rvjviyrlroo v c or rv_oovwu" 


2469 


A 


3 


357 


FGFNGCSKRI IKLQELSDLEERENEDSMVPLPKQSLK 
FFCALEWLPSCDCRSPGIGLVEEPMDKVEEGPLSFL 
MKRKTAQKLAIQKALSDAFQKLLIVVLG/QDCLDHP* 
STSVSVSK 


2470 


A 


3 




RIGQGVPWHS*VEGGPNVI SIVLEYLRDTPPVPVW 
CDGSGRASDILAFGHKYSEEGG*VKVFLWCTHKWKED 
PM 


2471 


A 


69 


512 


MALAFLGTVLSKATLGARLTTHCAHPARRARAFS SDV 
MTHS S I LTRASLLTLWTMFTRRTKI LTEGSGVS WWAA 
AF PRD WAGG S I LALAS LMTWT I GALLTAVLAAP AP 
EARSTVAS PGDGVAOS P I FAIiAPAGAVGT PVI T I AG* 


2472 


A 


2195 


872 


VSQATDVEVGTDLVPSVTVKVTLQNRVILQKAKLSVY 
VQPPLELTCDQF TF EF MNKNFDCjI i^KVXUv_.i\J? KJjlrljiv. 
LICLPGQPSKTASHKITIDTNKSPVSLLSLFPGFASQ 
SDDDQVNVMGFHFLG\GAR\ ITVLASKTSSTDIRI PG 
VEQFE\DLWASLTNELIIiRLQEYFEKQGVKDFACSFS 
G\SITPFKEYF\ELIGSIHFELRINGEKLEELLSERA 

t wmto 7\ T r\"D D T T A D L'UTlT'TDB T3T nUT.flUTATOMQTVl^V C} 
VyrRAiyKKJjLiAKr JsJJJ^.lFAirJjyttJjonJjViu v loi. ixv\y 

VIALA\DAVGGKTKGNLFQSFTRLKSATHLVI lli al 
WQKLS ADQVAILEAAFLPLQEDTQELGWEETVDAAI F 
H\L*KTCCRKSAKQQALNPPGRLTYPNDTS\QLKKHI 
TLLCDRLSKGGRLCLSTDAA/ APHQTMVMPGGCTTI P 
ESDLEERSVEQDSTELFTNHRHLTAETPRPEVSPLQG 
VSE 


2473 


A 


1 


473 


EVRWNSPPTDSLSPDGGSIELEFYLAPEPFSMPSLLG 
APPYSGLGGVGDPYAPLMVLMCRVCLEDKPI KPLPCC 
KKAVCEECLKVYIjSAQIQCFTLyfc VWLr^Cnol^vmrjij 
VNCKE YKKGDKLLRHWAS E I EHGQRNAQKC PKCKI HI 
QRTEGCDHM 


2474 


A 


131 


1098 


RVP AGGARRLGQD P PRL P P G V AD APAAM S TQRLRNED 
YHDYSSTDVSPEESPSEGLNNLSSPGSYQRFGQSNST 
TWFQTLIHLLKGNIGTGLLGLPLAVKNAGIVMGPISL 
LIIGIVAVHCMGILVKCAHHFCRRLNKSFVDYGDTVM 
YGLESSPCSWLRNHAHWGRRVVDFFLIVTQLGFCCVY 
WT7T iRTCNTFKOVT EAANGTTNNCHNNETVI LT PTMDSR 
LYMLSFLPFLVLLVFIRNLRALSIFSLLANITMLVSL 
VMIYQFIVQIL*MDLQPM*QTKVFHREQVPLCLQHVE 
SQMEQFWAECFAQRVLPINVLSLQKK 


2475 


A 


131 


1098 


RVPAGGARRLGQDPPRLPPGVADAPAAMSTQRLRNED 
YHDYSSTDVSPEESPSEGLNNLSSPGSYQRFGQSNST 
TWFQTLIHLLKGNIGTGLLGLPLAVKNAGIVMGPI SL 
LI I GI VAVHCMGI LVKCAHHFCRRLNKS FVDYGDTVM 
YGLESSPCSWLRNHAHWGRRWDFFLIVTQLGFCCVY 
FVFLADNFKQVI EAANGTTNNCHNNETVILT PTMDSR 
LYMLSFLPFLVLLVFIRNLRALSIFSLLANITMLVSL 
VMIYQFIVQIL*MDLQPM*QTKVFHREQVPLCLQHVE 
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682 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deIetion,=possible nucleotide 
insertion) 










SQMEQFWAECFAQRVIjPINVIjSLQIUv i 


2476 


A 


505 


1373 


WGDGTQNE SHS S S VSLTAFLSDTKDRGPPVQSQI WRS 
GEKVPFVQTYSLRAFEKPPQVQTQALRDFEKHLNDLK 
KENFSLKLLIYFLEERMQQKYEASREDIYKRNTELKV 
EVESLKRELQDKKQHLDKTWADVENIiNSQNEAELRRQ 
FEERQQEMEHVYELLENKMQLLQEESRLAKNEAARMA 

AT tVK AEKECNLihi JjDeSKJjJNAj V 1 KJN WaU V fljUy V n_f Jjy 1 

TEALAQRDK*VPSVLFL\RLSFAHSQGIQQLSCSLSR 
T/RQ*ELHYF*DFMGPQPKTFFSGLNFQWYPL 


2477 


A 


1 


317 


QRPSEAKEIKLYAQIPPIEKMDASLSMLANCEKIiSLS 
TNC I EKI ANLNGL\ EAVGDTLEELWI S YNF I EKL KGI 
HIMKKLKILYMSNNLVKDWGTPVIKGDEEEDN 


2478 


A 


2 


607 


CKNTLIRQNIPRAQFPATSPRSIIQQPN/ Pi? PKKr VJj 
PLNVSLNAPEGDNLSPLSYTSASAVKQADGTIWCSHE 
NLHQEDLEKEGGIEFPQIYYDRFSGKKYHFFYGCGFR 
HLVGDSLIKVDVVNKTLKVWREDGFYPSEPVFVPAPG 
TNEEDGGVI LS WITPNQNESNFLLVLDAKNFEELGR 

* tn ttw rr\tJi nvp T?xir* T VT? TOT 
AEVPVQMFYGr ntil if 1 tf± 


2479 


A 


2 


607 


CKNTLIRQNI PRAQFPATS PRS I IQQPN/ PFPRRFVL 
PLNVSLNAPEGDNLSPLSYTSASAVKQADGTIWCSHE 
NLHQEDLEKEGGIEFPQIYYDRFSGKKYHFFYGCGFR 
HLVGDSLIKVDWNKTLKVWREDGFYPSEPVFVPAPG 
TNEEDGGVILSWITPNQNESNFLLVLDAKNFEELGR 
AEVPVQMPYGFHGTFI PI 


2480 


A 


101 


580 


LSLTKNCALLGEETMMEQEMTRLHRRVSEVEAVLSQK 
EVELKASETQRSPLEQDLATYITECSSLKRSLEQARM 
B VSQEDDKALQLLHD I REQ SRKLQE I KEQEYQAQVEE 
MRIiM^QLEEDLVSARRRSDLYESEIjRESRIiAAEEFK 
RKATE CQHKLLK 


2481 


A 


1 


2025 


MAWAGRGRGSRQGSELHLPWAIDVCLFSLVRSGFRFL 
REVWWEIWKKVLLLLHVANGAQQAGPI PWNTGLQANH 
SVPVSKPHQKWPVQHFQELLRSANSLTAPFKQVQYWR 
GTKMNQRVPVPQIHSWFRMFCGMAHESHGIGKWGVAL 
EGHPPGPGKQESIANACWEAAVRSPGSRSHKAETKSS 
KSRDQILSVLRPASFVRDKSI PQPWLESDGINKRWSP 
TCLSGEPSLGRVNPLLHELQTQCFVRTPSYQRATEAA 
KPQERCT I QLNKMCCLQAGS F SR YAS VI AI KH I CHAH 
STPKALLTS FLVLTTTRSLNLHLHLRLSHPDKFRDGG 

FCIRLISLPECPVSQWQEAAREHIiGGGSDLSSMGETH 
PDLGGGPSEGPGGWPWEQVSAAFAQLVLVSTMSFQGT 
WRKRFSSTDTQILPFTC^YGLVLQVPMMHQTTEVNYG 
QFQDTAGHQVGVLELPYLGSAVSLFLVLPRDKDTPLS 
HIEPHLTASTIHLWTTSLRRARMDVFLPSELTKEPFR 
WDQRLFALVLRLPGTMSVESEQLTGVPLDDSAITPMC 
EVTGVGMECFSDAKDTIEDLSEMHGSQDLSEMRGNPT 
KPSPPLSGTTVENFGSRGTDSYEAFSEPSLGKEPVTH 
RTRVPLQWP 


2482 


A 


137 


879 


LPPRGPATFGSPGCPPANSPPSAPATPEPARAPERVM 
ANAGLQLLGF I LAFLGWI GAI VSTALPQWRI YS YAGD 
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683 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










NIVTAQAMYEGLWMSCVSQSTGQIQCKVFDSLLNLSS 
TLQATLALMWGI LLGVI AI FVATVGMKCMKCLEDDE 
VQKMRMAVIGGAIFLIiACjIjAIJjVAIAW^ I 
DPMTPVNARYE FGQALFTGWAAASLCLLGGALLCCS C 
PRKTi.bxPlPKFiFlN.\irAiro \oljI\JJX V 


2483 


A 


200 


1139 


RI ISTITYQFSAALGQEVFYITFLPFTHWNIDPYLSR 

Kill .1 JL W V Li VI*! I V /ViS-L/ V IjIvW rrlviroo fry v is_ueii\-ivjj 

I AEYGMPSTHAMAATAI AFTLLI STMDRYQYPFVLGL 

LTYPAWTFIDCLDSASPLFPVCVIWPFFLCYNYPVS 
DYYS PTRADTTTI LAAGAGVTI GFWINHFFQLVSKPA 
ESLPVIQNI PPLTTYMLVLGLTKFAVGI VLILLVRQL 
VQNLSLQVLYSWFKVVTRNKEARRRLEIEVPYKFVTY 
TS VGI GTKWAQMPTDV 


2484 


A 


173 


307 


SHICLKKSAKSLTGTWMKLETI I LS KLTQEQKTKHCM 
FSLISGS 


2485 


A 


173 


307 


SHICLKKSAKSLTGTWMKLETI I LS KLTQEQKTKHCM 
FSLISGS j 


2486 


B 


86 


225 


PRQEKKS SHVSTRRSPKLLREKPEAAAGEAAAEAGLP 
MFARSRARSR 


2487 


A 


14 


1256 


WPCGAAPGLTHASERMFTLTTMIQALAPVMCjWDKJMb'Jj 
KMFSSEEMRGHLHHHHKCLTKILKVEGQVPDLPSCLP 
LTDNTRMLAS I LINMLYDDLRCDPERDHFRKI CEE YI 
TGKFDPQDMDKNLNAIQTVSGILQGPFDLGNQLLGLK 
GVMEMMVAL CGS ERETDQLVAVEAL I HAS TKL S RATF 
I ITNGVSLLKQI YKTTKNEKI KIRTLVGLCKLGSAGG 
TDYGLRQFAEGSTEKLAKQCRKWLCNMS IDTRTRRWA 
VEGLAYLTLDADVKDDFVQDVPALQAMFELAKTSDKT 
ILYSVATTLVNCTNSYDVKEVI PELVQLAKFSKQHVP 
EEHPKDKKDFIDMRVKRLLKAGVI SALACMVKADSAI 
LTDQTKELLARVFLALCDNPKDRGTI VAQGGGKALI P 
LALEGTD 


2488 


B 


526 


3482 


MDSLKQETQGLQKEKESREKELMGFSKSVNEARSKMD 
VAQSELDIYLSRHNTAVSQLTKAKEALIAASETLKER 
KAAIRDIEGKLPQTEQELKEKEKELQKLTQEETNFKS 
LDKMAVWAKKMTE I QTPENTPRLFDLVKVKDEKIRQA 
FYFALRDTLVADNLDQATRVAYQKDRRWRVVTLQGQI 
IEQSGTMTGGGSKVMKGRMGSSLVIEISEEEVNKMES 
m .own q TfifAMDT nT?nKvnT ."RRRVVKLRHSEREMRNTL 
EKFTAS IQRLIEQEEYLNVQVKELEANVLATAPDKKK 
QKLLEENVSAFKTEYDAVAEKAEESLPEIQKEHRNLL 
QELKVIQENEHALQKDALSIKLKLEQIDGHIAEHNSK 
IKYWHKEISKISLHPIEDNPIEEISVLSPEDLEAIKN 
PDSITNQIALLEARCHEMKPNLGAIAEYKKKEELYLQ 
RVAELDKI TYERDS FRQAYEDLRKQRLNEFMGSVRPP 
KKSWKKIFNLSGGEKTLSSLALVFALHHYKPTPLYFM 
DE I DAALDF KNVS I VAFY I YE AVWFLSN I TAGNQQQV 
QAVID ANLVPMI I HLLDKGDFGTQKEAAWAI SNLT I S 
GRKDQVAYLIQQNVIPPFCNLLTVKDAQVVQVVLDGL 
SNILKMAEDEAETIGNLIEECGGLEKIEQLQNHENED 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


A m!nn opi/i cDnnonpa CV — T Tn \m f\ Wn *=^stTiT1 Cf\ fl 0 1~1 . 
fttlHHU dUU acl|UcIHc UUlUlVVrll) OlVip vw«wi*j 

/^possible nucleotide deletion,=possible nucleotide 
insertion) 










IYKLAYEIIDQFFSSDDVFNNFWFLILYINIDLDKV 
IYIGSSLMKQTPSPGVTVYESWWLYVNACKLDSPS 
GG 


2489 


A 


1 


747 


MRLQRPRQAPAGGRRAPRGGRGS PYRPDPGRGARRLR 
RFQKGGEGAPRADPPWAPLGTMALLALLLVVALPRVW 
TDANLTARQRDPEDSQRTDEGDNRVWCHVCERENTFE 
CQNPRRCKWTEPYCVI AAVKI F PRF FMVAKQC S AGCA 
AMERPKPEEKRFLLEEPMPFFYLKCCKIRYCNL/GGA 
/NLSTHQ\CSKNMLGAWVRAWGCGWPSSCCWPPI£P 
ASACLEPRDCHRLSLPbHCsliAPUKLixuijrl 


2490 


A 


2 


1177 


GFVEAGEECYCVS\GQECRDLCCFAHNCSLRPGAQCA 
HGDCCVRCLLKPAGALCRQAMGDCDLPEFCTGTSSHC 
PPDVYLLDGSPCARGSGYCWDGACPTLEQQCQQLWGP 
GSHPAPEACFQWNSAGDAHGNCGQDSEGHFLPCAGR 
DALCGKIjQCQGGKPSLIAPHMVPVDSTVHLDGQEVTC 
RGALALPSAQIjDLIjGLGIjVliPLj i yLvarKIVlVLyoKKuK 
KNAFQELQRCLTACHSHGVCNSNHNCHCAPGWAPPFC 
DKPGFGGSMDSGPVQAENHDTFLIiAMLLSVIiLPLLPG 
Ar»T TiXxnnyroT DPatTT^Pr'QWnr'PPriPAr'QnPTCnfiPTTR 
DHPLGGVHPMELGPTATGQPWPLDPENSHEPSSHPEK 
PLPAVSPDPQADQVQMPRSCLW 


2491 


A 


1 


609 


AAARTFWYKLFPCRGSGGAAKAAEQKRQVGGRAEPGT 
AAPCGARCPGPTPGWQVPATKALLSQPMGCPPPGPCR 

ntTf* ATi'DAT PT.fTJZlP / DULPT.QPnnPP /PSPPf?SATP 

GA* AGVAS PKPTLPAPGAPGTPQRLPGP/RREKPAFL 
SQPESST* PHPTPVSAASSSPA/ PESSCHDELGLLSL 

"NTT . P ZV Pf2 PPIf PT PR A A A Q FOCJ^ H 


2492 


A 


1 


242 


MNRGGFAVKILALLDALSTVCSQRVQKAKKQQHLQNK 
EHFKALLKQKEKLKQQEDL/RKKLF* IQGIRCPQATP 
HHGQCSL 


2493 


A 


909 


353 


RSFVLDTAS AICNYNAHYKNHPKYWCRGYFRDYCNI I 
AFSPNSTNHVALPJDTGNQLIVTMSCLTKEDTGWYWCG 
IQRDFARDDMDFTELIVTDDKGTLANDFWSGKDLSGN 

SHLTKRRRSQRNRRVGNTLKPFSRVLTPKEMAPTEQM 


2494 


A 


516 


848 


MWSLWI WVDQHQARLI PS PQVLLLLLRETPSTAAAVA 
GWLWASMALLQLHAVGGVALTS SHPFMWATGEELRK 
PPWQGSAGSASGVEELTGKHSCPGPEEPATVQKAPA* 




TV 

A 




XUJ.O 


TFTOPDPDDLISKPPRTPGGG*Y0TQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGS PAVSTPSEFGAPGQAEGPQS P I RAS 
ARSHLSCTAWLGKPSKPSAQRQPTVGPDGDRDGSSQA 
PNLSRGQAWRASLAS PQNTSATGRVTCHGQSTWPLCR 
LKSNRRRKSGFA/GNKSEPVGLTRRSKHQPRNPQGQV 

GI 


2496 


A 


349 


1018 


TFTQPDPDDLISKPPRTPGGG*YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGS PAVSTPSEFGAPGQAEGPQS PIRAS 
ARSHLS CTAWLGKPS KPSAQRQPTVGPDGDRDGS SQA 
PNLSRGQAWRASLAS PQNTSATGRVTCHGQSTWPLCR 
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685 . 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










LKSNRRRKSGFA/ GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2497 


A 


349 


1018 


TFTQPDPDDLISKPPRTPGGG*YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGSPAVSTPSEFGAPGQAEGPQSPIRAS 
ARSHLSCTAWLGKPSKPSAQRQPTVGPDGDRDGSSQA 
PNLSRGQAWRASLAS PQNTSATGRVTCHGQSTWPLCR 
LKSNRRRKSGFA/ GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2498 


A 


2025 


422 


PPGTQGSPQRT/ GDHGGKPPLPAEKPAPGPGLPARAS 
RAEGRGASGWKPGGQPAGGSWQGGDAGPRRPASGDQR 
TAGAAKALAGPAGEAAGGDRGAAQGDPPAEAGGRGG * 
TQAGGGASRARGSGAQRPGGP * RQGQGDGGESASPAF 
GPCPQSSWGPPCSIPGP*PALPGAL*GA\VGRDPAGP 
PDGGPDTEP/ PGS PGQAERWPEGCRPQGS WHCEGAPQ 
GPGAGARARPRQGSRGPRGAPRRGI PWAKSGR\TGGS 
QDRKKPGKEVAATGTS I / PEGSQLARGRARSRDGGPS 
HEAQASE PRPGPCSGPARWGGRS S CTAPGCVT PAGTA 
GHL * WRAGWTAGPPAGPWRS PGDEKGPRGGPCACVPR 
AAERRGGRCC PGAQAEARARAGAQTSCPGGPEAGQUO 
AQPGPETAGWLRPPEATAGPWPSCRGSAGPEGWGHHW 
P*PPA*CPGERPPWRPGCPAPPGCGGSSAGGPQPAA* 
TGAWASRGVIjAPACjHbljrJtiA&HLPF^ 
TLEVTIiAS PQGFMSEALTKCE 


2499 


A 


1415 


661 


SLRTPGFRGGGVLYWDAGAAGTGSNHALGANVELWIM 
LLQWREGKFSGFLTSCSLLLPRAAQILAAEAGLPSS 
RSFMGFAAPFTNKRKAYSERRIMGYSMQEMYEWSNV 
QEYREFVPWGKKSLWS SRKGHLKAQLEVGF PPVMER 
YTSAVSMVKPHMVKAVCTDGKLFNHLETIWRFSPGIP 
AYPRTCTVDFSISFEFRSLLHSQLATMFFDEWKQNV 
AAFERRAATKFGPETAI PRELMFilfai VHQ I 


2500 


A 


673 


941 


CCLAAHSGPPAQGQRRGPG*LCCSAGSGGNL* S *AGG 
PG* GRSGQ PVC PPWPGPGAPGHRPALPGSGGS S AVGR 
SAVPGAVRSPSHAGW 


2501 


A 


328 


1212 


RQEQGHFHF FCGGMS S FKAGT SHLDVYMQVTEGRED Y 
NPSMHLAKRQFLSLEEEAEDYNPSQHRAQGNWLQDYN 
ASMQRVHGQCVSLEEDVELCVPRWACREMQSHNYPSR 
LVAGLQQYNFS I SLAQGECTSHWRKRGIMTYS S IHCL 
r , nTrTT".WQVT .rZDQ VTT?nrnT Q^rTT^PPPTiRRRTTLPKHW 

\jUv X LitLj X Jj^JirOX\.XIJjUVrfiJ J. o v 1 XJtr irrvJJuivrvx x J-jjt iuim 

IKKYFTIFLMGKAQINKIDRPIiVRQIKEKREKNQRDA 
I KNDKGDI TTKPTE I QTT I RE Y YKHLYGNKVENLEE I 
DKFLETSTPPRLNEEEVESLSRPI AGSEIEAI INSL 


2502 


B 


1 


1428 


MGSRVRLSKRRAKAGVQSGTNALLVVKHRDMNEKELE 
AQEARKAQLENHEPEEEEEEEIRQPRKKLGAQPWHW 
VAPDGRLLGNSSRTRVRGDGTLDVTITTLRDSGTFTC 
I ASNAAGE ATAPVE PRGLC PD YACTRFS TTVPLMTPS 
STGVDIEAARKEEERIMLRDARQWLNSGHINDVRHAK 
SGGTALHVAAAKGYTEVLKI I SLRFGVPRTQVRTWVA 
LYEKHGEKGLIPKPKGVSADPELRIKWKAVIEQHMS 
LNQAAAHFMLAGSGSVARWLKVYEERGEAGLRALKIG 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
iasi amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X-Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 

incarHnti^ 

m&cruuu j 










TKRNIAISVDPEKAASALELSKDRRIBDLERQVRFLE 
TRLMYLKKLKALAHPTKKAAEI PRSTFYYHLKALSKP 
mrvarwrvTrP T QETYTTT21JPfZPY(TYPPVTl^SLHREGKOI 
NHKAVQRLMGTLSHKAAI KVKRYRSYRGEMKKLRIRE 
VQI LAGGHTAKLNMEQVKS ADAFTYI KQPI A 


2503 


A 


218 


415 


MRC RAP AWLRRL CGQLL S E RLMR PNGV Q A WRG I LE G 
AGAGAAGGSDAEVTAADWKKCDLIAKILA 


2504 


A 


3 


136 


SWATAGAANGPAPIiGVRAPPAWRTS PAAEMGATGAAE 
PLQS VLWVKQQRCAVSLE PARALLRWWRS PGPGAGAP 

AFTVHCVKRAPJIHRWKWAQOTFWCPEEQLCHLWIjQTL 
REMLEKLTSRPKHLLVFINPFGGKGQGKRIYERKVAP 
LFTLASITTDI IVTEHANQAKETLYEINIDKYDG* VR 
RPSASARPQPGGRARRRRWGRRGRRSRCNPCCG 


2505 


A 


335 


1105 


MKRERGALSRASRAIiRLAPFVYLLLIQTDPLEGVNIT 
S PVRLIHGTVGKS ALLS VQYS STSSDRPWKWQLKRD 
v D^mnrri c t /itp vt cvn ,P PTV/P dp. t PLFENGSLLL SD 
LQLADEGxTEVEISITODTFTGEKTINLTVDVPISRP 
QVLGASTTVLELSEAFTLNCSHENGTKPSYTWLKDGK 
PLLNDSRMLLSPDQKVLTIxTlVLMEDDDLYSCVVENP 
INQGRTLPCKITEYRKSSLSSIWLQEAFSSLGPW* 


2506 


A 


335 


1105 


MKRERGALSRASRALRLAPFVYLLLIQTDPLEGVNIT 
S PVRLIHGTVGKS ALLS VQYS STSSDRPWKWQLKRD 
KPVW7QSIGTEVIGTLRPDYRDRIRLFENGSLLLSD 
LQLADEGTYEVEISITDDTFTGEKTINLTVDVPISRP 
QVLGASTTVLELSEAFTLNCSHENGTKPSYTWLKDGK 
PLLNDSRMLLSPDQKVLTITRVLMEDDDLYSCWENP 
INOGRTLPCKITEYRKSSLSSIWLQEAFSSLGPW* 


2507 


A 


1160 


3149 


VSKTTTTNAGNALFPMPGSSKTKKPNSHQRGQMGS * G 
RNPPSLGRAPAPLPEREAPI PAPQLGPS AAGTSRQVG 
QKS STS PHQGEEAI LNRELKKKDGKKK* KK/ PTGLSK 
HQPAGFIQNE*NLKGAGEFVQGLAGSQNPPS SKLQGL 
GG\SAESRGFSRGQGQTAPHWESTPLKGALPPCPERG 
MLPEEG* GFSGKEASSGPVQPQPTCLYGIRPSLGS * P 
*GQRRTLLAPTFLQENQL\ SGPSPGQRARSVLRPFSA 
/ PGLRPELBL IvjtjKvjo 1 KbKKAALaf WHolJv^ l AV3&u\ja 
SLGRSSGKGR*GASGTVLGVSMCKV/ PGCKAAGGHLP 
GGGRGLDLECGWGLRSWLPGRGRQ/ TGPPG/ PQGRDS 
*STKQSDSHRWQDSGGGLAPPPPGQGNNGARPCC*DV 
TKASAPGVSGDTGREAPSATGI STFRSCCMSSARGLG 
QS PAAPVLAS S FLPTS CTGP PGLPGLPS SGSEENIHS 
GAWALVGQEGP SMDGRGNGMMLRGVWTGVHGGGMD \ G 
CGAEVI * RGKFLME * YRSGLQRKQDS S PARTPAPQWL 
SITTGS *TPE/GDPGGKLDAAQRGRAIAAH/GTAGGC 
CPRCCCHL*SPGSARSSP/PMASASIRVS\PPRSGGS 
PPS PSS A* KSDRTDAGAGVAAAASPGAGAPAHCPQGP 
PRSCQGPQRR 


2508 


A 


1 


957 


METSSPRPPRPSSNPGLSLDARLGVDTHLWAKVLFTA 
LYALIWALGAAGNALSVHWLKARAGRAGRLRHHVLS 
LALAGLLLLLVGVPVELYSFVWFHYPWVFRDLGCRGY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location 01 
first amino 


Predicted 

ending 

nucleotide 

lUCilUUll Ul 

last amino 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possfl>le nucleotide deletion,=possibIe nucleotide 
insertion) 






dUU icMUUc 

of peptide 


aVIU 

residue of 
sequence 












YFVHELCAYATVLSVAGLSAERCLAVCQPLRARSLLT 
PRRTRWLVALSWAASLGLALPMAVTMGQKHELETADG 
E PE P ASRVCTVLVSRTALQVF I QEAI WMYVI CWLPY 
HARRLMYCYVPDDAWTDPLYNFYHYFYMVTNTLPYVS 
SAVTPLLYNAVSS SFRKLFLEAVSSLCGEHHPMKRLP 
PKPQSPTLMDTASGFGDPPETRT 


2509 


A 


144 


291 


DVEVKWIEYQNMVNYLIQWIRHHVTTMSERTFPNNPV 
ELKVSVTVEIT 


2510 


A 


144 


291 


DVEVKWI E YQNMVNYLI QW I RHHVTTMS ERTF PNNPV 
ELKVSVTVEIT 


2511 


A 


3 


279 


RSLPPAHSVSLWSVKDGLRPWHPELRSVQPTRGGRTQ 
THRRGAAPGI STPHTLGGRASAARRPWHTCGRQRRPP 
RRRRERRPLYSSVLRST 


2512 


A 


3 


1396 


RQENNTRGVPSLLKSFLQERLGIHLIRRKIVKPKHHV 
T .MQP TTB 1 ciwvvTf 9RI PKVPKOPLVLHHPRMTTTKSPSK 
DMLEPEAELAEDLPTTKSTS VES / EDAH* EPGRPFPV 
LPDL/PCHCLPSAPTPLCIVKRPCPT*VTQLSASAQS 
AHQMRTPRAQS PSS * PR* VNCLPPS / LHKDDLELKEK 
DQKKPPTAPREVKGTRRKLPTAFLPSKYHGYEELLTA 
KPDPAFIEPKGIQKNA/ PS PATNAEAPTPVPLLQAQA 
GHSSETLCSQRETGPENPDSTPKED*SPTSG*HLHSL 
AGSPEHYRGSTRCCPAPVDRTAAGEP/ ASSTWRPRGC 
*RSSRHVTGSW*VALCAQCSGLPRSPWPAQR*VRASP 
S SATS S S S WMS S ARS PQPVTHKARAVHGGCVHHPACA 
PALPEGSVPWTAPQG* PAGHRPQSSAGPHLLATRWHP 
LVRI S PPWPRHDLVPGPAAIKSGCTGQ 


2513 


A 


3 


1396 


RQENNTRGVPSLLKSFLQERLGIHLIRRKIVKPKHHV 
T .M<?P KF QWKVKSET PKVPKOPLVLHHPRMTTTKSPSK 
DMLEPEAELAEDLPTTKSTSVES/EDAH*EPGRPFPV 
LPDL/PCHCLPSAPTPLCIVKRPCPT*VTQLSASAQS 
AHQMRTPRAQSPSS*PR*VNCLPPS/LHKDDLELKEK 
DQKKP PTAPRE VKGTRRKLPTAFLPS KYHGYEELLTA 
KPDPAFI EPKGIQKNA/ PS PATNAEAPTPVPLLQAQA 
f5H<3 <5"RTTjr!SORETGPENPDSTPKED* SPTSG*HLHSL 
AGSPEHYRGSTRCCPAPVDRTAAGEP/ ASSTWRPRGC 
*RSSRHVTGSW*VALCAQCSGLPRSPWPAQR*VRASP 
S S ATS S S S WMS SARS PQPVTHKARAVHGGCVHHPACA 
PALPEGSVPWTAPQG* PAGHRPQSSAGPHLLATRWHP 
LVRI S PPWPRHDLVPGPAAIKSGCTGQ 


2514 


A 


1065 


478 


HGLCELTSTVQEGELCVFFRNNHFSTMTKYKGQLYLL 
VTDQGFLTEEKWWESLHNVDGDGNFCDSEFHLRPPS 
DPETVYKGQQDQIDQDYLMALSLQQEQQSQEINWEQI 
PEGI SDLELAKKLQEEEDRRASQYYQEQEQAAAAAAA 
ASTQAQQGQPAQASPSSGRQSGNSERKRKEPREKDKE 
KEKEKNSCVIL 


2515 


A 


1065 


478 


HGLCELTSTVQEGELCVFFRNNHFSTMTKYKGQLYLL 
VTDQGFLTEEKVVWESLHNVDGDGNFCDSEFHLRPPS 
DPETVYKGQQDQIDQDYLMALSLQQEQQSQEINWEQI 
PEGI SDLELAKKLQEEEDRRASQYYQEQEQAAAAAAA 
ASTQAQQGQPAQASPSSGRQSGNSERKRKEPREKDKE 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 

acid iGMllUe 

of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=*Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










KEKEKNSCVIL 


2516 


A 


290 


1041 


KACLHLLSSFLTSNFLFNPLLPDSLYSVEARSQRANL 
GPCRRKRLQTLMRLAAGFQYS SHKDPSLSAKEKHTDY 
HNEARGPWPGWVG* RTADGSCGRGPDGAHHPGPKS S S 
WRASRLLPGLGGSHHLDAYVGRDLECGT PAPLQLE I P 
PQPRGHPAPI PTGQAGPRDSGPGASP* VETRPLTDGR 
R* PGVRPVGWTPAHPAGTLRPRGAVE PS VS ACGKWAP 
SPTSQGCCEGRCDAVPKHRAWRTPLCSQ 


2517 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLEPLLQGNI TSCFCMTE PDVAS SDAT 
NIECSIQRDEDSYVINGKKWWSSGAGNPKCKIAIVLG 

LDSQIIM*DMRVNVIYLYFTSIF*QVFLENIIGSIAE 
HSSLWNFQY*KVLLNYQSCLD* IIRQIFSDLCNEVIR 
CLDQRQ* S*NV*IjYI * VPSYHC* AVRSFNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHS SHS SHHCLHDYMKTSK 
RQLGFCLLSVLFFFLANFF*YNFSFD*\HKQHSMILV 
PMNTPGVKI I RPLS VFGYTDNFHGGHFE I HFNQVRVP 
ATNLI LGEGRGFE I SQGRLGPGRIHHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK 
IRLLTLKAAHSMDTLGSAGAKKEIAMI KVAAPRAVSK 
IVDWAIQVCGGAGVSQDYPLANMYAITRVLRLADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2518 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLEPLLQGNITSCFCMTEPDVASSDAT 
NIECSIQRDEDSYVINGKKWWSSGAGNPKCKIAIVLG 
p TOUT <?t ,C!R * T iKTN * F.TCVGMSOS S S YLGNLLKI HC 
LDSQI I M * DMRVNVI YLYFTS IF* QVFLEN I I GS I AE 
HSSLWNFQY* KVLLNYQS CLD* I IRQI FSDLCNEVIR 
CLDQRQ*S*NV*LYI*VPSYHC*AVRSFNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHS SHSSHHCLHDYMKTSK 
P m .^T7PT J . ^ VT iVFFT , ANPF * YNFS FD * \ HKOHSMILV 
PMNTPGVKI IRPLSVFGYTDNFHGGHFEIHFNQVRVP 
ATNLI LGEGRGFE I SQGRLGPGRIHHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEVVAHWIAESRIAIEK* 
I RLLTLKAAHSMDTLGSAGAKKE I AMI KVAAPRAVSK 
I VDWAI QVCGGAGVSQDYPLANMYAI TRVLRLADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2519 


A 


2 


550 


FGVINLICTGFLLMWCSSTNSIALT\SYTYLTIFDLF 
SLMTCLI SYWVTLRKPS P VYS FGFERLEVLAVFASTV 
LAQLGALF I LKE S AERFLEQPE I HTGRLLVGTFVALC 
FNLFTMLS I RNKPFAYVSEAASTSWLQEHVADLSRSL 
CGI I PGLSSI FLPRMNPFVLIDLAGAFALCITYML 


2520 


A 


1 


1876 


RAPMMTKAVPEE PRKPGRLTQ ALNS PLTWEHVWI CVP 
GGTPDCLTDTFRVKRPHLRRSASNGHVPGTPVYREKE 
DMYDEI IELKKSLHVQKSDVDLMRTKLRRLEEENSRK 
DRQIEQLLDPSRGTDFVRTLAEKRPDASWVINGLKQR 
ILKLEQQCKEKDGTISKLQTDMKTTNLEEMRIAMETY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










ifOTTri nrnT /-\rpT t 7\ pfiTjmiiV'iyvtIT PC VVTV* 1 H VD r\ V1TMC1Q 

YBBVHRLQTLLASSETTGKlU^J^iiJ^ 
ALLSLSRSVQELTEENQSLKEDLDRVLSTSPTI SKTQ 
GYVEWSKPRLLRRIVELEKKLSVMESSKSHAAEPVRS 
HPPACLAS S S ALHRQPRGDRNKDHERLRGAVRDLKEE 
RTALQEQLLQRDLEVKQLLQAKADLEKELECAREGEE 
ERREREEVLREEIQTLTSKLQELQEMKKEEKEDCPEV 
PHKAQELPAPTPS SRHCEQDWPPDS SEEGLPRPRS PC 
SDGRRDAAARVLQAQWKVYKHK3CKKAVLDEAAVVLQA 
AFRGHLTRTKLLASKAHGSEPPSVPGLPDQSSPVPRV 
PS PI AQATGS PVQEEAI VI IQSALRAHLARARHSATG 
KRTTTAASTRRRSAS ATHGDAS SPPFLAALPDPS PSG 
PQAVAPLPGDDVNSDDSDDIVIAPSLPTKNPPV 


2521 


A 


5618 


4060 


APARRGLGDRCS S S S F S S S FFS S AS S PRRLATAAARA 
GGAAVI PVPEEPALPVPGGRGAGEAGPRRTQQVEPGV 
PGRAPPAHHAALCHLSRPQAKILSMMEDNKQLALRID 

/~i a x rr\ n 7V er^TMTTMT T3 A ITT T l ATT<rD13T.2iPT.QP^lPP.PfSPf , 5P 
UAVybAbyJi V XJMJjXUuSJj J. AlJNJtvlvLlrllSJJDOOVsoirOJroir 

GAAAS AS AAGD S AATNMEN PQLGAQVLLRE EVS RLQE 
EVHLLRQMKEMLAKDLEESQGGKS SEVLSATELRVQL 

LYATLESREEQLRDFIRNYEQHRKESEDAVKALAKEK 
DLLEREKWELRRQAKEATDHATALRSQLDLKDNRMKE 
LEAEIAMAKQSLATLTKDVPKRHSLAMPGETVLNGNQ 
wT*nnrnanT.DT.TAaTPnQr^TT,YT^SWPPHPADROAVRV 

art V V tj^iTi-UJji: iJ IjriA-Lrs.vfOyy;- 1 - U inontrnrru/Ryn v v 

SPCHSRQPSVISDASAAEGDRSSTPSDINSPRHRTHS 
LCNVRPAAAGPGPLGPAQKLQGRGWRGEAI LAVS SRP 
PREHSGECISCSVLSFCKKRWMWGEKGMRPVCSLCPG 
G 


2522 


A 


1023 


766 


mt nGPT/i'T» r rac!WPPT»riTP2XWaPTiTiTiTiPPVJDWHFILSF 
S SRPWAGTLLAPHDVIMGS S TF PQS CQAEAGPRHAWP 
TGRFSRRLRRV* 


2523 


A 


1 


429 


NTLLTIIVLFPDPPSLSSNSSIRSSSSFSTCISCELS 
TSGCPAITTESVSASPSMISPSATSV*VTS*SSSCTS 

TV o on O Df C PMT .T.T ,PQ*PZA P W ZX Q P CTYT iPT JiPaTiTiTiPKR 

LLGWFTIRE SVSKGFRAALTVLAMLGLDRSKL 


2524 


A 


165 


638 


MFVTAFLS PLSLI FLAKFLKKADTRDSRQACLAASLA 

T ftT \TPX7T7aTVTT , Tirr.TVP.PPPPnPPVPPFPT5GTjAHSDIjM 

CTGDKDWNEGRKS F PSGHS S F AFAGLAFAS FYLAGK 
LHCFTPQGRGKSWRFCAFLSPLLFAAVIALSRTCDYK 
HHWQGPFKW* 


2525 


A 


165 


638 


MFVIAFLS PLSLI FLAKFLKKADTRDSRQACLAASLA 
LALNGVFTNTIKLIVGRPRPDFFYRCFPDGLAHSDLM 
CTGDKDWNEGRKSFPSGHSS FAFAGIiAFASFYLAGK 
LHCFTPQGRGKSWRFCAFLSPLLFAAVIALSRTCDYK 
HHWQGPFKW* 


2526 


A 


2 


266 


KGSTEAFI SGTAGWGTGLLPS SAGLPGGWGPAGGWAG 
TDRRGPRARPI PQKS PPWPWSGDAAKGQSGFLPVAAW 
AGQGRLPGGGI IVH 


2527 


A 


2 


614 


PRVRLFTVITYFFWIGIAPIFILYELDSPLCWNEVF 
I GYGS ALGS AS FLTS FLGI WLFS YCMEDI HMAF I GI F 
TTMTGMAMTAFASTTLMMFLARVPFLFTIVPFSVLRS 
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690 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 

of nfintiiip 

sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

rp^idup of 

peptide 
sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










MLSKWRSTEQGTLFACIAFLETLGGVTAVSTFNGIY 
S ATVAWYPGFTFLLS AGLLLLPAI SLCWKCTS WNEG 
SYELLIQEESSEDASDRAC 


2528 


A 


2 


614 


PRVRLFTVITYFFVVIGIAPIFILYELDSPLCWNEVF 
IGYGSALGSASFLTSFLGIWLFSYCMEDIHMAFIGIF 
TTMTGMAMTAFASTTL^FLARVPFLFTIVPFSVIiRS 
MLSKWRSTEQGTLFACIAFLETLGGVTAVSTFNGIY 
SATVAWYPGFTFLLSAGLLLLPAI SLCWKCTS WNEG 
SYELLIQEESSEDASDRAC 




7V 

A 


J.2J7 / 


/ J J 


T iClR PTjGDTiCEIiT PGDVOOLOMGE VHPGTGAOGS AAQS 
VAGEVQLTQLSHARQRPSCQGSQLIALDLQHMDI SRQ 
PRWQHVQPVARQVQRAQQAQLAEGVAVHLWAGDAVVA 
EVELLQEVGGGKVFAANACDLWQDHEGAHAARQATG 
HALQRVI VQVRRVQPLEAL * RVP SGLPRRVRAFMI LH 
NQITGIGREDFATTYFLEELNLSYNRITSPQVHRDAF 
RKLRLLRSLDLSGNRLHMLPPGLPRNVHVLKVKRNEL 
AALARGALAGMAQLRELYLTSNRLRSRALGPRAWVDL 
AHLQLLD I AGNQLTE I PEGLPE SLE YLYLQNNKI SAV 
PANAFDSTPNLKGI FLRFNKLAVGSWDSAFRRLKHL 
QVLDIEGNLEFGDI SKDRGRLGKEKEEEEEDEVEEEE 
TR 


2530 


A 


2 


1671 


LADGDMLPLLLLPLLWGGSLQEKPVYELQVQKSVTVQ 
EGLCVLVPCSFSYPWRSWYSSPPLYVYWFRDGEIPYY 
AEWATNNPDRRVKPETQGRFRLLGDVQKKNCSLSIG 
DARMEDTGSYFFRVERGRDVKYSYQQNKLNLEVTALI 
EKPDIHFLEPLESGRPTRLSCSLPGSCEAGPPLTFSW 
TGNALS PLDPETTRS SELTLTPRPEDHGTNLTCQMKR 
QGAQVTTERTVQLNVS YAPQT I TI FRNGI ALE I LQNT 
S YLPVLEGQ ALRLLCDAP SN P PAHLS WFQGS PALNAT 
PISNTGILELRRVRSAEEGGFTCRAQHPLGSLQIFLN 
LSVYSLPQLLGPSCSWEAEGLHCRCSFRARPAPSLCW 
RLEEKPLEGNSSQGSFKVNSSSAGPWANSSLILHGGL 
S SDLKVS CKAWNI YGSQSGS VLLLQGRSNLGTGWPA 
ALGGAGVMALLC I CLCLI FFLI VKARRKQAAGRPEKM 
DDEDPIMGTITSGSRKKPWPDSPGDQASPPGDAPPLE 
EQKELHYASLSFSEMKSREPKDQEAPSTTEYSEIKTS 
K 


2531 


A 


2 


1671 


LADGDMLPLLLLPLLWGGSLQEKPVYELQVQKSVTVQ 
EGLCVLVPCSFSYPWRSWYSSPPLYVYWFRDGEIPYY 
AEWATNNPDRRVKPETQGRFRLLGDVQKKNCSLSIG 
DARMEDTGSYFFRVERGRDVKYSYQQNKLNLEVTALI 
EKPDIHFLEPLESGRPTRLSCSLPGSCEAGPPLTFSW 
TGNALSPLDPETTRSSELTLTPRPEDHGTNLTCQMKR 
QGAQVTTERTVQLNVS YAPQT I TI FRNGI ALE I LQNT 
S YLPVLEGQ ALRLLCDAPSNPPAHLSWFQGS PALNAT 
PI SNTGILELRRVRSAEEGGFTCRAQHPLGSLQI FLN 
LSVYSLPQLLGPSCSWEAEGLHCRCSFRARPAPSLCW 
RLEEKPLEGNS SQGS FKVNS S S AGPWANS SL I LHGGL 
S SDLKVSCKAWNI YGSQ SGS VLLLQGRSNLGTGWPA 
ALGGAGVMALLC I CLCLI FFLI VKARRKQAAGRPEKM 



WO 2004/080148 PCTAJS2003/030720 



691 
TABLE 7 



ID 


Method 


Predicted 
beginning ! 
nucleotide 
location of 
first amino 
acid residue 

sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

rcoiuuc ui 

peptide 
sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










DDEDPIMGTITSGSRKKPWPDSPGDQASPPGDAPPLE 
ROTTR T ,HYAS LS F S EMKSRE PKDOE APSTTE YSE I KTS 
K 


2532 


A 


51 


674 


QQAEEHLAAYSVSDSDSGKDPSMECCRRATPGTLLLF 
LAFLLLS SRTARSEEDRDGLWDAWGPWSECSRTCGGG 
a <=! YQLPRCLS S KSCEGRNI RYRTCSNVDC PPEAGDFR 
AQQCSAHNDVKHHGQFYEWLPVSNDPDNPCSLKCQAK 
GTTLVVELAPKVLDGTRCYTESLDMCI SGLCQVSADL 
FSFNLSRGFQCLCVNGLHSLTL 


2533 


A 


239 


577 


GQPARVWSLDTMGTRLLPALFLVLLVLGFEVQGTQQ P 
QQDF^PSPTFLTQVKESLSSYWESAKTAAQNLYEKTY 
LPAVDEKLRDLYSKSTAAMST YTGI FTDQVLSVLKGE 
E 


2534 


A 


239 


577 


GQPARWSLDTMGTRLLPALFLVLLVLGFEVQGTQQP 
CK3DEMPSPTFLTQVKESLSSYWESAKTAAQNLYEKTY 
LPAVDEKLRDLYSKSTAAMST YTGI FTDQVLSVLKGE 
E 


2535 


A 


103 


318 


mwrkhlsllvlrdfli^prrrdsltl™viatlaqkpc 
giekqicfyvlfslsifqhrlnslkprhllrpdp* 


2536 


A 


1 


2374 


MVS I SDLVI CPPRHPKVLGLQGPPGLDS I SDPSAGAG 
FIiDWGE I GMPGPGRAGHQ ALCKCDCQCLEKTTT KAPG 
ICMPKSTRSGPVRVRIJ^DGPNRCAGRLECGMPDAGEQC 
VMTTGTSGRHCGLLGTGLWKGYTDLTI I PPGPGTPPQ 
ERTCQGDYHSGGTWTHS PLETTRRPGS S S PAI RRLPA 
QMLLLPARPPHPRSSSPEAMDPPPPKAPPFPKAEGPS 
STPSSAAGPRPPRLGRHLLIDAN/ GVYPYTYTVQLEE 
EPRGPPQREAPPGEPGPRKGYSCPECARVFAS PLRLQ 
SHRVSHSDLKPFTCGACGKAFKRSSHLSRHRATHRAR 
AGPPHTCPLC PRRFQDAAELAQHS WGTPRGPLIiAAAC 

vrrtrrtTrTV p /.p t.pq DflPPP T ,T .TTfTVfinP T7T7T7fK^WnP ZV A CICXJ . 
JN V* Ei V AXoKiJIlO r vjir Xi KxJxJtl 

DRVEGFISSICAHHYLLIDTQGVPYTVLVTRSHRGSQG 
PVGLQARKVI^LPRVLKGLRVHVHLQRHSITHSEVPQ 
DFAGSLDSFQTPGESLRLVFRALDTTQSSRISKAEPC 
LKEEPLSLGDLPYMHTTLCFCRKRRASPGPGTLQRGA 
LAWPDWAS PRALPVPSLS STTRS PAAPLFAVPLSGRT 
TQAMAFDGI I FQGQSQRSAGLTTTSRFLACQRPLRLC 

VMASGQPRDRPQPWFAWPPRPTRFCGGCWTLTPKEER 
CDRHQGAPGAPWRQREGEAEAVGAVEERLGSEEAPGD 
AEREAAHPRPPRPTAFGVSSGLPELLVKRWAQLQEL 
WTSSTAGGWSTQMQT 


2537 


A 


241 


957 


MRSSLTMVGTLWAFLSLVTAVTSSTSYFLPYWLFGSQ 
MGKPVSFSTFRRCNYPVRGEGHSLIMVEECGRYASFN 
AI PSxJVWQMCTVVTGAGC^LLLLVALAAVLGCCMEEL 
ISRMMGRCMGAAQFVGGLLI SSGCALYPLGWNSPEIM 
QTCGNVSNQFQIjGTCFJjGWAYYGAGGGAAAAMLI ctw 
LSCFAGRNPKPVILGGKHHEENHFLCYGAWPLPSTLE 
LRKEDRGGRATGKQVTP 


2538 


A 


2817 


1352 


MAAAAAGAGSGPWAAQEKQFPPALLSFFIYNPRFGPR 
EGQEENKI LFYHPNE VEKNEKI RNVGLCEAI VQFTRT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,*=possible nucleotide 
insertion) 










FS PSKPAKSLHTQKNRQFFNEPEENFWMVMVVRNPI I 
EKQSKDGKPVIEYQEEELLDKVYSSVLRQCYSMYKLF 
NGTFLKAMETCGVKLLKERLEKFFHRYLQTLHLQSCD 
LLDIFGGISFFPLDKMTYLKIQSFIN\RMEESLNIVK 
YTAFLYNDQLIWSGLEQDDMRILYKYLTTSLFPRHI \ 
EPELAGRDS PIRAEMPGNLQHYGRFLTGPLNLNDPDA 
KCRFPKIFVNTDDTYEELHLI \VYKAMSAAVCFMIDA 
SVHPTLGF\CRRTGTASLGPQLHSGWASGH3jVEQF*H 
QQGGCSGV*GKEPQFKFIYFNHMNLAEKSTVHMRKTP 
SVSLTSVHPDLMKILGDINSDFTRVDEDEEI IVKAMS 
DYWWGKKSDRRELYVI IiNQKNANLI EVNEEVKKLCA 
TQFNNIFFLD 


2539 


A 


171 


347 


NYSLSVYLVRQLTAGTLLQKLRAKGI RNPDHSRALSE 
♦HLSSLPHLIWIQVFLALQPS 


2540 


A 


2 


583 

• 


FPGRRFRHNARRGFFFSHI GWLFVRKHRDVI EKGRKL 
DVTDLLADPWRI QRKYYKI S WLMCFWPTLVPWYI 
WGESLWNSYFLASILRYTISLNISWLVNSAAHMYGNR 
PYDKHISPRQNPLVALGAIGEGFHNYHHTFPFDYSAS 
EFGLNFNPTTWF I DFMCWLGLATDRKRATKPMI EARK 
ARTGDSSA 


2541 


A 


1 


1791 


MTSGPQTSQPKEHIjTNFKSDEQERVSSLAQSHTDNHR 
LHEPGLQEGIRAVPREDPQWNYQADS PRGPLDHHRRR 
ASGNSQWRQAKLIALTRALTIiAKGLRINIYTDSKYAF 
RILHHHAVIWAERGFLPTQGSSIINATLIKTLLKAAL 
LPKEAGVI HCKGHQKASD P I TQGNAYADKP I GFGLEK 
LLTFHLSQLQEYRGTKWREKSHRKVNHDENTSKLTSL 
NEEYTKNKTEYEEAQDAIVKEIVNISSGYVEPMQTLN 
DVIiAQLDAWS FAHVSNGAPVPYVRPAILEKGQGRI I 
LKASRHACVEVQDEIAFI PNDVYFEKDKQMFHI ITGP 
NMGGKSTYIRQTGVIVLMAQIGCFVPCESAEVSIVDC 
I LiARVGAGDSQLKGVSTFMAEMLETAS I LRSATKDSL 
1 1 1 DELGRGTSTYDGFGLAWAI SEYIATKIGAFCMFA 
THFHELTALANQ I PTVNNLHVTALTTEETLTMLYQVK 
KGVCDQSFGIHVAELANFPKHVIECAKQKALELEEFQ 
YIGESQGYDIMEPAAKKCYLEREQGEKI IQEFLSKVK 
QMPFTEMSEENITIKLKQLKAEVIAKNNSFVNEIISR 
IKVTT 


2542 


A 


1 


639 


AGTARFVCQAEGI PSPKMSWLKNGRKIHSNGRI KMYN 
SKLVINQIIPEDDAIYQCMAENSQGSILSRARLTWM 
SEDRPSAPYNVHAETMSS SAILLAWERPLYNSDKVIA 
YS VH YMKAEGLNNEE YQ WI GNDTTHY 1 1 DDLE PASN 
YTF Y I VAYMPMGASQMSDHVTQNTLEDGHTSVGLLQF 
AGGLLLTLVAS VFPVPGDTTS EGCVTAK 


2543 


A 


700 


283 


VPRLVS PLSNP APKF YCV S FF YHMYGKHI GS LNLLVR 
SRNKGALDTHAWSLSGNKGNVWQQAHVPI SPSGPFQI 
I FEGVRGPG YLGD I AI DD VTLKKGEC PRKQTDPNKW 
VMPGSGAPCQS S PQLWGPMAI FLLALQR 


2544 


A 


2 


673 


NSRVEGQLCDLDPSAHFYGHCGEQLECRLDTGGDLSR 
GEVPEPLCACRSQSPLCGSDGHTYSQICRLQEAARAR 
PDANLTVAHPGPCESGPQI VSHPYDTWNVTGQDVI FG 
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TABLE 7 



SEQ 

TT\ 
JJJ 


Method \ 


Predicted 

DcgULQlUg 

nucleotide 
location of 
first amino 

auu resiuuc 

of peptide 
sequence 


Predicted 

AnrlS net 
CilUlug 

nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=nn<?<sihle nucleotide deletion.=DOSsible nucleotide 
insertion) 










CEVFAYPMAS IEWRKDGLDIQLPGDDPHI SVQFRGGP 
QRFEVTGWLQIQAVRPSDEGTYRCLARNALGQVEAPA 
SLTVLTPDQLNSTGI PQLRSLNLVPEEEAESEENDDY 
Y 


2545 


A 


195 


635 


IATMETKDQKKQRKKNSGPKAAKKKKRHIjQDLQLGDE 
rd a wth? npk afapos avwmars fhrtodlktkkhhi p 
WDRTPLEPPPI WWMGP/ PKVGKSTLIQCLIRNFT 
RQKLTEIRGPVMI VSGKKLRLTI IDCGCDINMMIDLA 


2546 


A 


167 


691 


MGWVWTLCTASACLTLLFWSQTPGKAFQI PCPPPHLS 
HWCLS PMQMDDGCARL CVLWTAWMRWRVLMC S CRWJA 
TDTiflT FLGVALGNEPLEMWPLTONEECTVTGFLRDKL 
QYRSRLQYMKHYF P INYKI RVP YEGVFRI ANVTRLRA 
QGSERELRYLGVLVSLSATESVHDELL 


2547 


A 


1 


337 


RRFVSQETGNLYIAKVEKSDVGNYTCVVTNTVTNHKV 
TjGPPTPLT LRNDGVMGEYEPKI EVOF PETVPTAKGAT 
VKLECFALGNPVPTI IWRRADGKPI ARKARRHKSRVG 
K 


2548 


A 


2 


462 


EFQEAAKLYHTNYVRNSRAIGVLWAI FTI CFAI VNW 
CFIQPYWIGDGVDTPQAGYFGLFHYCIGNGFSRELTC 
RGSFTDFSTLPSGAFKAASFFIGLSMMLIIACIICFT 
LFFFCNTATVYKI CAWMQLTSAACLVLGCMI FPDGWD 
SDEVN 


2549 


A 


418 


768 


AFTKHLLKPRMEVKDCGAHNLEKGLTI FFHKGPSSMY 
FRLCGPHEGRFFFIA I PPLHLLHLLFPLHFFYNFRDE 
ELSCTVVELKYTGNASALLILPDQDKMEEVEAMLLPE 
TFALCC 


2550 


A 


2464 


121 


AIMTTRQATKDPLLRGVS PTPSKI PVRSQKRTPFPTV 
TSCAVDQENQDPRRWVQKPPLNIQRPLVDSAGPRPKA 
RHQAETSQRLVGI SQPRNPLEELRPS PRGQNVGPGPP 
AQTEAPGTIEFVADPAALATILSGEGVKSCHLGRQPS 
LAKRVLVRGSQGGTTQRVQGVRASAYLAPRTPTHRLD 
PARASCFSRLEGPGPRGRTLCPQRLQALISPSGPSFH 
PS TRPS FQELRRETAGS S RTS VS QASGLLLET P VQ PA 
FSLPKGEREVVTHSDEGGVASLGLAQRVPLRENREMS 
HTRDSHDSHLMPS P APVAQPLPGHWPCPS PFGRAQR 
VPSPGPPTLTSYSVLRRLTVQPKTRFTPMPSTPRVQQ 

7\ /~\TiiT tar'TrO'DACr'Of rj*D7^T.nT(JT?A'\raTrDT l CTVM?GPTP GT. 
AQ W LiKur V o Fy o L. oOtU r AJj f W c*y V A V xCur l^ejQU J.K.OJJ 

EGSGKPPVATPSGPHSNRTPSLQEVKIQRIGILQQLL 

RQEVEGLVGGQCVPLNGGS SLDMVELQPLLTEI SRTL 

NATEHNSGTSHLPGLLKHSGLPKPCLPEECGEPQPCP 

PAE PGP PEAFCRSE PE I PE P S LQEQLE VPE P Y PPAE P 

RPLESCCRSEPEIPESSRQEQLEVPEPCPPAEPRPLE 

S YCRI EPE I PES SRQEQLEVPEPC P PAE PGPLQPSTQ 

GQSGPPGPCPR\VELGASEPCTLEHRSLEPSLPP\CC 

SQWAPATTSLIFSSQ\HPLCASPPICSFQS\LRPPA\ 

GQAG/ LS ANLAPLE PLALKGAAF KS C \ LTAI HC FHE A 

S SWT IECAF \ YTSRAPP \ SGPTRVCTNPVATLLEWQD 

ALCFIPVGSAAPQGSP 


2551 


A 


356 


1313 


NCNLSVGSSCLSLASVWLARRMWTLRS pltrslyvnm 
TSGPGGPAAAAGGRKENHQWYVCNREKLCESLQAVFV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 

111 a! diuiuu 

acid residue 
of peptide 


Predicted 
ending 
nucleotide 
location of 

last nminn 

acid 

residue of 

npntirle 
sequence 


Amino acid sequence (XMUnknown, *=Stop codon, 
/possible nucleotide deletion,=possibIe nucleotide 
insertion) 










QSYLDQGTQIFLNNSIEKSGWLFIQLYHSFVSSVFSL 
FMSRTS INGLLGRGSMFVFS PDQFQRLLKINPDWKTH 
RLLDLGAGDGEVTKIMSPHFEEIYATELSETMIWQLQ 
KKKYRVLGINEWQNTGFQYDVI S CLNLLDRCDQ PLTL 
LKDIRSVLE PTRGRVILALVLPFHPYVENVGGKWEKP 
SEILEIKGQNWEEQVNSLPEVFRKAGFVIEAFTRLPY 
LCEGDMYNDYYVLDDAVFVLKPV 


2552 


A 


299 


21 


MGSSVLSIWILSPSIYPILSPLAMPCLSRTDLIRVRR 
I QGAWPSEGTAS S IRGWVLTKLRMS SGKALEAL YC I P 
GAAQHPGLGVTRVWSGRT * 


2553 


A 


337 


642 


FAFPHYYI KP YHLKRIHRAVLRGNLEKLKYLLLT YYD 
ANKRDRKERTALHLACATGQ PEMVHLLVSRRCELNLC 
DREDRTPLI KAVQLRQEACATLLLQNGA 


2554 


B 


111 


1520 

\ 


PS I PAAVPQSAPPEPHREETVTATATSQVAQQPPAAA 
A pnPOAVAGPAP STVPS STSKDRPVSOP SLVGS KEEP 
PPARSGSGGGSAKEPQEERSQQQDDIEELETKAVQMS 
NDGRFLKFD I E I GRGS FKTVYKGLDTETTVEVAWCEL 
QDRKLTKSERQRFKEEAEMLKGLQHPNIVRFYDSWES 
TVKGKKCIVLVTELMTSGTLKTYLKRFKVMKIKVLRS 
WCRQI LKGLQFLHTRTPPI IHRDLKCDNI FITGPTGS 
VKIGDLGLATLKRASFAKSVIGTPEFMAPEMYEEKYD 
E SVDVYAFGMCMLEMATSE YPYSECQNAAQI YRRVT S 
GVKPAS FDKVAI PEVKE I IEGCIRQNKDERYS I KDLL 
NHAFFQEETGVRVELAEEDDGEKI AI KLWLRI EDI KK 
LKGKYKDNEAI EFSFDLERNVPEDVAQEMVESGYVCE 
GDHKTMAKAI KDRVSLI KRKREQRQL* 


2555 


B 


111 


1520 


PS I PAAVPQS APPE PHREETVTATATSQVAQQP PAAA 
APGEQAVAGPAPSTVPS STS KDRPVSQPSLVGS KEE P 
PPARSGSGGGSAKEPQEERSQQQDDIEELETKAVGMS 
NDGRFLKFDI EIGRGSFKTVYKGLDTETTVEVAWCEL 
QDRKLTKSERQRFKEEAEMLKGLQHPNIVRFYDSWES 
TVKGKKCIVLVTELMTSGTLKTYLKRFKVMKI KVLRS 
WCRQI LKGLQFLHTRTPPI IHRDLKCDNI FITGPTGS 
VKIGDLGLATLKRAS FAKSVI GTPEFMAPEMYEEKYD 
E SVDVYAFGMCMLEMATSE YPYSECQNAAQI YRRVTS 
GVKPAS FDKVAI PEVKEI IEGCIRQNKDERYS I KDLL 
NHAFFQEETGVRVELAEEDDGEKI AI KLWLRI EDI KK 
LKGKYKDNEAI E FS FDLERNVPED VAQEMVE SG YVCE 
GDHKTMAKAI KDRVSL I KRKREQRQL * 


2556 


A 


105 


447 


LIFCRVFEYLHSLHLPQEICLSLALFSRFTFCVIICE 
VDVWSVIFKVPFCSKRNKVAVHTMLYIQIFVSLFI *P 
QNWKQPKCPATVERINKMWYIHIV/EYYSANKR 


2557 


A 


1 


512 


DEELPDLSVSRRSSHLHWGI PVPGYDSQTI YVWLDAL 
VNYLTVIGYPNAEFKSWWPATSHI IGKDILKFHAI YW 
PAFLLGAGMS PPQRI CVHSHWTVCGQKMS KSLGNWD 
PRTCLNRYTVDGFRYFLLRQGVPNWDCDYYDEKWKL 
LNSELADALGGLLNRCTAKRIN 


2558 


A 


1117 


647 


MILQVSGGPWTVALTALLMVLLI SWQSRATPENSVY 
QERQECYAFNGTQRWDGLIYNREEYVHFDSAVGEFL 
AVMELGRPI GE YFNSQICDFMERKRAEVDKVCRHICYEL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
oi peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

peptide 
sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










ME PLI RQRRGDVTI TAVRGCWTTI LSGYFLLKRGVVS 
GGCSWGSS* _ 


2559 


A 


1027 


254 


STQRGGI KGVARAASLVGRRRAGTGMALLLCLVCLTA 
ALAHGCLHCHSNF S KKFS FYRHHVNPKS WWVGD I PVS 
GALLTDWSDDTMKELHLAI PAKI TREKLDQVAT AVYQ 
MMDQLYQGKMYFPGYFPNELRNI FREQVHLIQNAI I E 
SRIDCQHRCGIFQYETISCNNCTDSHVACFGYNCESS 
AQWKSAVQGLLNYINNWHKQDTSMRPRSSAFSWPGTH 
RAAPAFLVLPALRCLEPPHLANLSLEDAA*CLKQH 


2560 


A 


1027 


254 


STQRGGI KGVARAASLVGRRRAGTGMALLLCLVCLTA 
ALAHGCLHCHSNFSKKFSFYRHHVNFKSWWVGDIPVS 
GALLTDWSDDTMKELHLAI PAKI TREKLDQVAT AVYQ 
MMDQLYQGKMYFPGYFPNELRNI FREQVHLIQNAI IE 
SRIDCQHRCGIFQYETISCNNCTDSHVACFGYNCESS 
AQWKSAVQGLLNYINNWHKQDTSMRPRS S AF SWPGTH 
RAAPAFLVLPALRCLEPPHLANLSLEDAA* CLKQH 


2561 


A 


a o 
DO 




AGDHVSRNI PVATNNPVRAVQEETRDRFHLLGDPQNK 
DCTLS IRDTRESDAGTYVFCVERGNMKWNYKYDQLSV 
NVTASQDLLSRYRLEVPESVTVQEGLCVSVPCSVLYP 
HYNWTAS S PVYGS 


2562 


A 


337 




AHLSARLSALILDEVAI LPAPQNLSVLSTNMKHLLMW 
SPVIAPGETVYYSVEYQGEYESLYTSHIWIPSSWCSL 
TEGPECDVTDDITATVPYNLRVRATLGSQTS/ CLEHP 
/ VS I PL I ETQ PS LPDL / RME I TKDGFHLVI ELE DLGP 
QFEFLVAYWRREPGAEEHVKMVRSGGIPVHLETMEPG 
AAYCVKAQTFVKAIGRYS AFSQTECVEVQGEAI PLVL 
ALFAFVGFMLI LWVPLFVWKMGRLLQ/ YLLLPRGGS 
SQTPWKITQF 


2563 


A 


1 


359 


I SGES I YWSQKPTPSSNAS PWSEPAAVDVELTAYALL 
AQLTKPSLTQKE I AKATS I VAWLAKQRNAYGGF S STQ 
DTWALQALAKYATTAYVPSEEINLWKSTENFQRTF 

NIQAVNRM 


2564 


A 


150 


299 


MTFL I LS I APVLAVTGMI ETAAMTGFANKDKQELKHA 
GKQLKLWRI YVL* 
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696 
TABLE 8 



stto rn no- 


Number of TM 


TM range: scores _ 


695 


1 


174-193:1980 


696 


1 


49-73:2788 


704 


1 


168-185:1769 


711 


1 


4488-4504:2911 


722 


f. 

D 


272-290:2864 328-351 : 1725 863- 




880:2348 1102-1128:3163 1137- 






1153:1708 1161-1180:2038 


731 


1 


406-434:2245 


732 


1 
i 


579-607:2245 


/JO 


1 


364-380:1936 


740 


1 
1 


302-321:2224 


7/17 


1 
1 


816-832:1758 


7*£ 


1 
i 


1012-1028:1967 




1 
1 


529-548:3334 


758 


1 
1 


533-552*3334 

JJJ */<J£** 




A 


1014-1033:2221 1095-1113:2566 




1171-1194:2506 1245-1265:2246 


/Ol 


"X 
J 


65-83:2205 117-136:2143 853- 




870:2248 




3 


73-88:2787 168-186:2328 340- 




360:2085 


1 /u 


3 


90-106:2479 212-232:2562 387- 




403:2183 


7B1 

/ol 


— 


115-132 1854 


72/1 





53-69:2130 


/SO 





433-453:1894 506-531:1812 606- 




622:2130 




1 


176-192:2849 


Ov/t 


. 


231-248:3490 




1 


80-99:2954 






194-213:2954 


ojj 


4 


94-110:2105 145-161:1995 203-, 




223:2483 366-385:1855 


836 


5 


94-110:2105 145-161:2282 207- 




226:1712 427-442:1810 519- 






537:2682 


838 


1 


530-547:3345 




1 


88-109:2169 


842 


1 


149-175:1731 




1 


149-175:1731 


846 


1 


300-316:1761 


851 


1 


383-405:2659 


852 


1 


379-401:2659 


860 


1 


61-81:3175 


866 


2 


62-81:1837 131-147:2154 


871 


1 


50-68:2276 


877 


3 


155-173:2724 426-442:2801 780- 






800:2540 


883 


3 


192-214:1749 266-284:1879 425- 






444:2199 


889 


2 


183-205:2141 304-320:2692 


897 


1 


538-553:1709 


898 


1 


725-740:1709 


899 


1 


58-73:1930 


901 


1 


102-121:2779 
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697 
TABLE 8 





Number of TM 


TM range: scores 


on*; 


1 


208-225:3345 


yuo 


1 


116-133:2747 


Q96 

yzo 


3 


266-286:2107 431-450:2017 494- 




509:2005 ! 


927 


i 
l 


307-329:2730 


you 


2 


204-221:1978 259-275:1735 






88-116:1861 


950 




343-368:2429 440-456:2054 498- 




513:2344 


951 


1 ! 


676-696:2381 




1 

1 


79-95:2605 


yjj 


1 
1 


178-196:2063 


yoo 


\ 


394-414:2626 




1 


735-758:3292 


yos 


\ 


84-99:2458 


969 


A 


59-75:2180 119-134:2458 415- 




433:2785 501-522:2904 


y /U 


1 
L 


267-284:3132 






192-208:2437 279-296:1885 392- 




409:2589 


y /o 


3 


266-282:2437 353-370:1885 466- 




483:2589 


yyz 


1 


1065-1083:1762 


yyo 




124-141:2188 


996 


i 
i 


450-474:2798 j 




i 
i 


313-334:2372 


1 A1 fi 


•/ 


71-95:2393 145-166:2340 187- 




204:1848 237-256:3231 297- 






318:1783 


1023 


i 
i 


239-257:2651 


10Z4 


i 
i 


377-395*1757 


1 no^ 


1 


339-357:1757 


1UOZ 


3 


192-214:1749 266-284:1879 425- 




444:2199 


iujy 


2 


152-168:2052 244-259:1761 


1 HA9 




110-124:2032 198-214:1804 512- 




531:2204 . 




2 


460-476:2094 570-590:2709 


it? j j 


1 


306-332:2732 




2 


82-97:2605 165-182:2300 


1A71 


5 


84-100:2101 214-230:2609 380- 




395:2074 456-478:1922 536- 






553:1999 


1085 


2 


40-69:2283 99-120:1980 


1094 


4 


93-108:2432 170-187:2464 205- 




220:2179 241-265:2052 


1098 


2 


142-158:1937 197-216:2428 


1099 




550-567:3380 


1110 




105-127:2966 


1117 




225-240:1816 473-494:3219 


1118 




234-255:3219 


1130 




1245-1266:3138 


1143 




80-99:2954 


1144 




194-213:2954 


1146 




233-249:2778 



WO 2004/080148 



PCT/US2003/030720 



698 
TABLE 8 



SEQ ID NO: 


Number of TM 


TM range: scores 


1169 


I 


39-68:2097 


1180 


I 


77-100:1932 


1194 


1 L 


105-121:2609 


1195 


I 


86-104:1835 


1197 


| 


202-221:2761 


1213 




692-715:1701 1 


1223 


1 


347-363:2829 


1234 




555-570:1891 


1237 


I 


518-537:2980 


1240 


I 


676-696:2930 


1245 




89-105:1701 156-172:2335 


1247 




856-879:3766 


1249 




211-237:3134 


1251 


2 


82-99:2126 203-219:2134 


1252 


2 


75-92:2355 196-212:2053 


1264 


3 


189-206:2466 247-266:1853 321- 




336:1839 


1265 


1 


580-604:2903 


1266 


1 


580-604:2903 


1274 


1 


56-70:2193 


1275 


1 


719-739:2381 


1279 


1 


155-175:2511 


1284 


3 


89-105:1748 155-173:2433 350- 




366:2126 


1289 


1 


471-489:2039 


1290 


1 


195-212:1943 


1292 


1 


241-263:2676 


1293 


1 


241-263:2676 


1306 


1 


610-625:2249 


1310 


1 


201-221:1908 


1313 


1 


201-217:2496 


1315 


1 


59-75:2149 


1316 


1 


59-75:2149 


1319 


4 


200-217:2717 258-273:1781 295- 




318:2028 416-436:2373 


1322 


1 


356-381:1996 


1330 


2 


86-104:2471 167-190:2177 


1337 


1 


194-209:1865 


1341 


2 


144-165:2452 216-235:1700 


1349 


2 


102-117:3056 174-195:2254 


1363 


1 


435-452:2888 


1364 


1 


235-254:3185 


1368 


1 


114-134:1898 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEO ID NO: of 


TflpntifipsitiAn fix 

lUClllIliWIUUU vl 


foil-length 


full-length 


con tig nucleotide 


contig peptide 


Prinritv AnnlifJition 
m. iiui iij nifiiuwiuvu 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


1 


685 


1369 


1967 


784_9546 


2 n 


686 


1370 


1968 


784 9546 


3 


687 


1371 


1969 


784 9546 


4 


688 


1372 


1970 


784 9546 


5 


689 


1373 


1971 


787 7048 


6 


690 


1374 


1972 


784 2242 


7 


691 


1375 


1973 


784 6005 


8 


692 


1376 


1974 


788 2591 


9 


693 








10 


694 


1377 


1975 


789 2432 


11 


695 








12 


696 








13 


697 


1378 


1976 


784 3765 


14 


698 


1379 


1977 


784 6649 


15 


699 








16 


700 


1380 


1978 


784 6766 


17 


701 


1381 


1979 


784 4050 


18 


702 


1382 


1980 


787 10261 


19 - 


703 


1383 


1981 


787 6018 


20 


704 


1384 


1982 


784 6424 


21 


705 


1385 


1983 


787 10201 


22 


706 


1386 


1984 


785 2688 


23 


707 


1387 


1985 


784_420 


24 


708 


1388 


1986 


784 5130 


25 


709 


1389 


1987 


789 1109 


26 


710 


1390 


1988 


784_5141 


27 


711 


1391 


1989 


784_2214 


28 


712 


1392 


1990 


784 2214 


29 


713 


1393 


1991 


784 5125 


30 


714 


1394 


1992 


784 2076 


31 


715 


1395 


1993 


784 2076 


32 


716 


1396 


1994 


784 4128 


33 


717 


1397 


1995 


787 2409 


34 


718 


1398 


1996 


784 3232 


35 


719 


1399 


1997 


784 10218 


36 


720 


1400 


1998 


787 2961 


37 


721 


1401 


1999 


784_1254 


38 


722 


1402 


2000 


784 583 


39 


723 


1403 


2001 


784 8.056 


40 


724 


1404 


2002 


784 3284 


41 


725 


1405 


2003 


784 5767 


42 


726 


1406 


2004 


784 1548 


43 


727 


1407 


2005 


784 3819 


44 


728 


1408 


2006 


784 582 


45 


729 


1409 


2007 


784 1390 


46 


730 


1410 


2008 


784 4142 


47 


731 


1411 


2009 


785 3653 


48 


732 


1412 


2010 


785_3653 


49 


733 


1413 


2011 


785_3653 


50 


734 


1414 


2012 


785 3653 
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TABLE 9 



SEQ ID NO: of 
full-length 
nucleotide 
sequence 


SEQ ID NO: of 
full-length 
peptide 
sequence 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


51 


735 


1415 


2013 


784 31 


52 


736 








53 


737 


1416 


2014 


784 3092 


54 


738 


1417 


2015 


784_382 


55 


739 








56 


740 


1418 


2016 


787 1538 


57 


741 


1419 


2017 


785 226 


58 


742 


1420 


2018 


784 2152 


59 


743 


1421 


2019 


784_4772 


60 


744 


1422 


2020 


784 3345 


61 


745 


1423 


2021 


787 9691 


62 


746 


1424 


2022 


787 9691 


63 


747 


1425 


2023 


792 146 


64 


748 


1426 


2024 


784 8428 


65 


749 


1427 


2025 


789 1722 


66 


750 








67 


751 


1428 


2026 


784 767 


68 


752 


1429 


2027 


784 4697 


69 


753 


1430 


2028 


785 197 


70 


754 


1431 


2029 


784 1601 


71 


755 


1432 


2030 


792 7466 


72 


756 


1433 


2031 


787 3014 


73 


757 


1434 


2032 


784 1605 


74 


758 


1435 


2033 


784 1605 


75 


759 


1436 


2034 


784 6460 


76 


760 


1437 


2035 


784 1606 


77 


761 


1438 


2036 


784 1723 


78 1 


762 


1439 


2037 


785 1480 


79 


763 


1440 


2038 


784 9631 


80 


764 


1441 


2039 


784 5962 


81 


765 


1442 


2040 


784 5962 


82 


766 


1443 


2041 


784 5962 


83 


767 


1444 


2042 


784 7108 


84 


768 


1445 


2043 


784 2392 


85 


769 


1446 


2044 


784 4227 


86 


770 


1447 


2045 


784 7743 


87 


771 


1448 


2046 


784 561 


88 


772 


1449 


2047 


790 421 


89 ! 


773 


1450 


2048 


789^6309 






1451 


2049 


787 2543 


91 


115 


1452 


2050 


784 3892 


92 


776 


1453 


2051 


787 3685 


93 


111 


1454 


2052 


784_8321 


94 


778 


1455 


2053 


784 7951 


95 


779 


1456 


2054 


784 4225 


96 


780 


1457 


2055 


784 7169 


97 


781 


1458 


2056 


784 5044 


98 


782 


1459 


2057 


784 5670 


99 


783 


1460 


2058 


784 2357 


100 


784 


1461 


2059 


784 6637 
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TABLE 9 



SEQ ID NO: of 
full-length 
nucleotide 
sequence 


SEQ ID NO: of 
full-length 
peptide 
sequence 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


101 


785 


1462 


2060 


784 3755 


102 


786 


1463 


2061 


784 9196 


103 


787 








104 


788 


1464 


2062 


784 706 


105 


789 


1465 


2063 


784 706 


106 


790 








107 


791 








108 


792 


1466 


2064 


784 4289 


109 


793 


1467 


2065 


784 7228 


110 


794 


1468 


2066 


784 3033 


111 


795 


1469 


2067 


784_6065 


112 


796 


1470 


2068 


785 2882 


113 


797 


1471 


2069 


785 2882 


114 


798 


1472 


2070 


785 2882 


115 


799 


1473 


2071 


784 7266 


116 


800 


1474 


2072 


784 7453 


117 


801 


1475 


2073 


784 7453 


118 


802 


1476 


2074 


788 13662 


119 


803 








120 


804 


1477 


2075 


784 2527 


121 


805 


1478 


2076 


784 2968 


122 


806 


1479 


2077 


785 3195 


123 


807 


1480 


2078 


785 3195 


124 


808 


1481 


2079 


785_3195 


125 


809 


1482 


2080 


790 14016 


126 


810 


1483 


2081 


790 21053 1 


127 


811 


1484 


2082 


787 9817 


128 


812 


1485 


2083 


784 4047 


129 


813 


1486 


2084 


784 4047 


130 


814 


1487 


2085 


784 4047 


131 


815 


1488 


2086 


787 9324 


132 


816 


1489 


2087 


785 3086 


133 


817 


1490 


2088 


785 3086 | 


134 


818 


1491 


2089 


784 7345. ! 


135 


819 


1492 


2090 


784 8313 


136 


820 


1493 


2091 


787 71 


137 


821 


1494 


2092 


784 5644 


138 


822 


1495 


2093 


790 16836 


139 


823 


1496 


2094 


784 7226 






1497 


2095 


784 1134 


141 


825 


1498 


2096 


784 7001 


142 


826 


1499 


2097 


784 7001 


143 


827 


1500 


2098 


788 3086 


144 


828 


1501 


2099 


787 1984 


145 


829 


1502 


2100 


784 3145 


146 


830 


1503 


2101 


784_3145 


147 


831 


1504 


2102 


784 1806 


148 


832 


1505 


2103 


784 1806 


149 


833 


1506 


2104 


788 594 


150 


834 


1507 


2105 


784 3693 
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TABLE 9 



SEQ ID NO: of 
full-length 
nucleotide 
sequence 


SEQ ID NO: of 
full-length 
peptide 
sequence 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


151 


835 


1508 


2106 


785_53i 


152 


836 


1509 


2107 


785 531 


153 


837 


1510 


2108 


784 7408 


154 


838 


1511 


2109 


787 5951 


155 


839 


1512 


2110 


790 632 


156 


840 


1513 


2111 


792 5495 


157 


841 


1514 


2112 


785 1317 


158 


842 


1515 


2113 


784 8634 


159 


843 


1516 


2114 


784 8634 


160 


844 


1517 


2115 


784 4818 


161 


845 


1518 


2116 


784 4818 


162 


846 


1519 


2117 


785 793 


163 


847 


1520 


2118 


784 1834 


164 


848 


1521 


2119 


784 1834 


165 


849 


1522 


2120 


784 295 


166 


850 


1523 


2121 


787 2031 


167 


851 


1524 


2122 


784 2673 


168 


852 


1525 


2123 


784 2673 


169 


853 


1526 


2124 


784 2673 


170 


854 


1527 


2125 


784 3244 


171 


855 


1528 


2126 


784 9676 


172 


856 


1529 


2127 


784 7453 


173 


857 


1530 


2128 


784 2939 


174 


858 


1531 


2129 


784 2939 


175 


859 


1532 


2130 


787 2042 


176 


860 


1533 


2131 


787 2042 


177 


861 


1534 


2132 


784J037 


178 


862 


1535 


2133 


787 8909 


179 


863 


1536 


2134 


784 7563 


180 


864 








181 


865 


1537 


2135 


792 7045 


182 


866 


1538 


2136 


790 1109 


183 


867 


1539, 


2137 


784 4483 


184 


, 868 


1540 


2138 


784 4483 


185 


869 


1541 


2139 


787 2061 i 


186 


870 


1542 


2140 


784 5083 


187 


871 








188 


872 


1543 


2141 


785 571 1 


189 


873 


1544 


2142 


784_2517 


190 


874 








191 


875 


1545 


2143 


784 2138 1 


192 


876 


1546 


2144 


784 9072 


193 


877 


1547 


2145 


787_9212 


194 


878 


1548 


2146 


784 5182 


195 


879 


1549 


2147 


784 5182 


196 


880 


1550 


2148 


784 5182 


197 


881 


1551 


2149 


788 11145 


198 


882 


1552 


2150 


785 3208 


199 


883 


1553 


2151 


785 2364 


200 


884 


1554 


2152 


787 6120 
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TABLE 9 



SEQ ID NO: of 


SEQ ED NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 






- 




No. SEQ ID NO.) * 


201 


885 








202 


886 


1555 


2153 


785 2555 


203 


887 


1556 


2154 


785 2555 


204 


888 


1557 


2155 


788 5026 


205 


889 


1558 


2156 


785 2399 


206 


890 


1559 


2157 


785 316 


207 


891 


1560 


2158 


784 8768 


208 


892 


1561 


2159 


784 6600 


209 


893 


1562 


2160 


785 3574 


210 


894 


1563 


2161 


787_223 


211 


895 


1564 


2162 


784 1272 


212 


896 


1565 


2163 


784J358 


213 


897 


1566 


2164 


787 4447 


214 


898 


1567 


2165 


787 4447 


215 


899 


1568 


2166 


784_4287 


216 


900 


1569 


2167 


784 7705 


217 


901 


1570 


2168 


784 1214 


218 


902 


1571 


2169 


784 3287 


219 


903 


1572 


2170 


784 3287 


220 


904 


1573 


2171 


784 3950 


221 


905 


1574 


2172 


787_5951 


222 


906 


1575 


2173 


788_8994 


223 


907 


1576 


2174 


784_7827 


224 


908 


1577 


2175 


784 952 


225 


909 


1578 


2176 


784_952 


226 


910 


1579 


2177 


784 952 


227 


911 








228 


912 


1580 


2178 


788 6394 


229 


913 


1581 


2179 


784 6391 


230 


914 


1582 


2180 


784_7670 


231 


915 


1583 


2181 


784 4795 


232 


916 


1584 


2182 


784_3004 


233 


917 


1585 


2183 


784 3004 


234 


918 


1586 


2184 


784 3004 


235 


919 


1587 


2185 


790 1148 


236 


920 


1588 


2186 


784 7696 


237 


921 


1589 


2187 


787 7957 


238 


922 


1590 


2188 


787 7957 


239 


923 


1591 


2189 


787 7957 


240 


924 


1592 


2190 


787 7957 


241 


925 


1593 


2191 


787 7957 


242 


926 


1594 


2192 


784 4718 


243 


927 


1595 


2193 


785 3642 


244 


928 


1596 


2194 


787 6699 


245 


929 


1597 


2195 


784_6067 


246 


930 








247 


931 


1598 


2196 


784 8379 


248 


932 








249 


933 


1599 


2197 


784_6418 


250 


934 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


251 


935 








252 


936 


1600 


2198 


784 3080 


253 


937 


1601 


2199 


792_3539 


254 


938 


1602 


2200 


784_4948 


255 


939 


1603 


2201 


787 4342 


256 


940 


1604 


2202 


784 7815 


257 


941 


1605 


2203 


784 5767 


258 


942 


1606 


2204 


784 5767 


259 


943 


1607 


2205 


784 5777 


260 


944 


1608 


2206 


784 5777 


261 


945 


1609 


2207 


784 5777 


262 


946 


1610 


2208 


784 5777 


263 


947 


1611 


2209 


784 4849 


264 


948 








265 


949 


1612 


2210 


787^6059 


266 


950 








267 


951 


1613 


2211 


784 3590 


268 


952 


1614 


2212 


784 337 


269 


953 


1615 


2213 


790 27506 


270 


954 


1616 


2214 


784 6469 


271 


955 


1617 


2215 


787 8139 


272 


956 


1618 


2216 


784 3189 


273 


957 


1619 


2217 


784 1459 


274 


958 


1620 


2218 


790 11947 


275 


959 


1621 


2219 


784 4007 


276 


960 


1622 


2220 


784 4007 


277 


961 


1623 


2221 


784 4007 


278 


962 


1624 


2222 


784 4007 


279 


963 








280 


964 


1625 


2223 


784J398 


281 


965 


1626 


2224 


785_2523 


282 


966 








283 


967 


1627 


2225 


784 10126 


284 


968 


1628 


2226 


785_3232 


285 


969 


1629 


2227 


785 3232 


286 


970 


1630 


2228 


784 9436 


287 


971 


1631 


2229 


784 6743 


288 


972 


1632 


2230 


789 4182 


289 


973 


1633 


2231 


784 8857 


290 


974 


1634 


2232 


784 1226 


291 


975 


1635 


2233 


787 2898 


292 


976 


1636 


2234 


787^2898 


293 


977 


1637 


2235 


784 3743 


294 


978 


1638 


2236 


790 1713 


295 


979 


1639 


2237 


790J713 


296 


980 








297 


981 


1640 


2238 


787 371 


298 


982 


1641 


2239 


784 10083 


299 


983 








300 


984 


1642 


2240 


787 1611 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 
nucleotide 


full-length 
peptide 


contig nucleotide 
sequence 


contig peptide 
sequence 


Priority Application 
that contig nucleotide 


sequence 


sequence 






sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


301 


985 


1643 


2241 


787 1611 


302 


986 


1644 


2242 


784 7755 


303 


987 








304 


988 








305 


989 


1645 


2243 


784_264 


306 


990 


1646 


2244 


784 9739 


307 


991 


1647 


2245 


784 6525 


308 


992 


1648 


2246 


784 4625 


309 


993 


1649 


2247 


787 8999 


310 


994 


1650 


2248 


787 2386 


311 


995 


1651 


2249 


784 4743 


312 


996 


1652 


2250 


784 6535 


313 


997 


1653 


2251 


784_8245 


314 


998 


1654 


2252 


784 4654 


315 


999 


1655 


2253 


784J551 


316 


1000 


1656 


2254 


784 5827 


317 


1001 


1657 


2255 


784 4984 


318 


1002 


1658 


2256 


784 4984 


319 


1003 


1659 


2257 


784 3145 


320 


1004 


1660 


2258 


784 8058 


321 


1005 


1661 


2259 


784 3657 


322 


1006 


1662 


2260 


785 1191 


323 


1007 


1663 


2261 


784 5580 


324 


1008 


1664 


2262 


784 6281 


325 


1009 


1665 


2263 


784J2185 


326 


1010 


1666 


2264 


787 497 


327 


1011 


1667 


2265 


784 4047 


328 


1012 


1668 


2266 


784 8772 


329 


1013 


1669 


2267 


791 3817 


330 


1014 


1670 


2268 


791 3817 


331 


1015 


1671 


2269 


784 8115 


332 


1016 


1672 


2270 


784 3141 


333 


1017 


1673 


2271 


784 3141 


334 


1018 


1674 


2272 


787 1645 


335 


1019 


1675 


2273 


785 256 


336 


1020 


1676 


2274 


784 1733 


337 


1021 


1677 


2275 


784 1858 


338 


1022 


1678 


2276 


784 1858 


339 


1023 


1679 


2277 


790 5163 


340 


1024 


1680 


2278 


785 102 


341 


1025 


1681 


2279 


785_102 


342 


1026 


1682 


2280 


787 4041 


343 


1027 


1683 


2281 


792 3856 


344 


1028 


1684 


2282 


787 3012 


345 


1029 


1685 


2283 


787 3012 


346 


1030 


1686 


2284 


784 1108 


347 


1031 


1687 


2285 


785 435 


348 


1032 


1688 


2286 


785 2364 


349 


1033 


1689 


2287 


784 2969 


350 


1034 


1690 


2288 


784 7604 



WO 2004/080148 



PCT/US2003/030720 



TABLE 9 



SEQ ID NO: of 
full-length 
nucleotide 
sequence 


SEQ D> NO: of 
full-length 
peptide 
sequence 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


351 


1035 








352 


1036 


1691 


2289 


787 3016 


353 


1037 


1692 


2290 


784 2242 


354 


1038 


1693 


2291 


790 2603 


355 


1039 


1694 


2292 


787 6999 


356 


1040 


1695 


2293 


784 3526 


357 


1041 


1696 


2294 


784 6134 


358 


1042 


1697 


2295 


784 5025 


359 


1043 


1698 


2296 


784 2119 


360 


1044 


1699 


2297 


787 2782 


361 


1045 


1700 


2298 


784 10271 ! 


362 


1046 


1701 


2299 


785 2701 


363 


1047 


1702 


2300 


784 9892 


364 


1048 


1703 


2301 


785 1616 


365 


1049 








366 


1050 


1704 


2302 


785 366 


367 


1051 


1705 


2303 


784 8058 


368 


1052 








369 


1053 


1706 


2304 


789 1756 


370 


1054 


1707 


2305 


787 10036 


371 


1055 


1708 


2306 


784 8381 


372 


1056 


1709 


2307 


787 4467 


373 


1057 


1710 


2308 


787 4467 


374 


1058 


1711 


2309 


787 4467 


375 


1059 


1712 


2310 


787 4467 


376 1 


1060 


1713 


2311 


784 8234 


377 


1061 


1714 


2312 


784 470 


378 


1062 


1715 


2313 


784 8240 


379 


1063 








380 


1064 


1716 


2314 


784_9166 


381 


1065 


1717 


2315 


784 7964 


382 


1066 


1718 


2316 


790 21118 


383 


1067 


1719 


2317 


784 6659 


384 


1068 


1720 


2318 


784 8264 


385 


1069 


1721 


2319 


787 2108 


386 


1070 


1722 


2320 


784 4485 


387 


1071 


1723 


2321 


784 4689 


388 


1072 


1724 


2322 


785 1448 


389 


1073 


1725 


2323 


785_3350 






1726 


2324 


784 4428 


391 


1075 


1727 


2325 


787_5857 


392 


1076 


1728 


2326 


784 8283 


393 


1077 


1729 


2327 


784_8283 


394 


1078 


1730 


2328 


784 1601 


395 


1079 


1731 


2329 


784 1601 


396 


1080 


1732 


2330 


784 1601 


397 


1081 


1733 


2331 


784 1601 


398 


1082 


1734 


2332 


784 1601 


399 


1083 


1735 


2333 


785 3693 


400 


1084 


1736 


2334 


788 8918 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


401 


1085 


1737 


2335 


787_757 


402 


1086 


1738 


2336 


784_1907 


403 


1087 


1739 


2337 


784J0178 


404 


1088 


1740 


2338 


784 10178 


405 


1089 


1741 


2339 


784 8535 


406 


1090 


1742 


2340 


784 8535 


407 


1091 


1743 


2341 


784 8535 


408 


1092 


1744 


2342 


784 8301 


409 


1093 


1745 


2343 


784_8301 


410 


1094 


1746 


2344 


787_10129 


411 


1095 








412 


1096 


1747 


2345 


787 4498 


413 


1097 


1748 


2346 


787_4498 


414 


1098 


1749 


2347 


790 27173 


415 


1099 


1750 


2348 


787 4500 


416 


1100 


1751 


2349 


785 3699 


417 


1101 


1752 


2350 


784 952 


418 


1102 


1753 


2351 


784_952 


419 


1103 


1754 


2352 


787 1871 


420 


1104 


1755 


2353 


784 1835 


421 


1105 


1756 


2354 


785_2845 


422 


1106 


1757 


2355 


784_9214 


423 


1107 


1758 


2356 


784 2232 


424 


1108 


1759 


2357 


784_2232 


425 


1109 


1760 


2358 


792 6149 


426 


1110 








427 


1111 


1761 


2359 


784 6702 


428 


1112 


1762 


2360 


784„8354 


429 


1113 








430 


1114 








431 


1115 


1763 


2361 


787_9215 


432 


1116 








433 


1117 


1764 


2362 


785 2878 


434 


1118 


1765 


2363 


785 2878 


435 


1119 


1766 


2364 


784J0026 


436 


1120 


1767 


2365 


784 6265 


437 


1121 


1768 


2366 


785 2731 


438 


1122 


1769 


2367 


787_6236 


439 


1123 


1770 


2368 


785J252 




1124 








441 


1125 








442 


1126 


1771 


2369 


791 3415 


443 


1127 


1772 


2370 


785 3334 


444 


1128 


1773 


2371 


784 8215 


445 


1129 


1774 


2372 


784 10074 


446 


1130 


1775 


2373 


784 10074 


447 


1131 


1776 


2374 


784_3863 


448 


1132 








449 


1133 


1777 


2375 


784 2811 


450 


1134 


1778 


2376 


790 28311 
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TABLE 9 



expo m xm. 

FnILIpno+h 
1 lUI~lc Ug Hi 

niirlpntirlp 

UUUCVUUv 

sentience 

uVUUvilvv 


akQ ID NO: of 

iuii-iengtli 

peptide 

acLJucilCc 


SEQ ED NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


451 


1135 


1770 
i / /y 


7177 
ZJ / / 


784 4221 


452 


1136 


17RA 
1 /ou 


Zo/o 


785 1480 


453 


1137 


I/O! 


L5 ly 


784 2520 


454 


1138 


17R9 


Z-ioU 


784 1312 


455 


1139 


1 IOJ 


Z.Joi 


784 633 


456 


1140 


17R4 


71C7 
Z38Z 


785 590 


457 


1141 


17RS 


Zjoj 


785 590 


458 


1142 


17Rfi 
1 / oo 


Z.5o4 


790 12519 


459 


1143 


17R7 
1/0/ 


71C< 

ZJoj 


nn y| ha A ^ 

784 7001 


460 


1144 


17RR 

1 1 00 


ZJoo 


784 7001 


461 


1145 


17R0 
i / oy 


71Q7 
Zjo / 


788 5657 


462 


1146 


170ft 


ZJoo 


784 4745 


463 


1147 


1701 
i / y i 


Hoy 


787 6106 


464 


1148 


1792 


71QA 


HOT T7T7 

787 2727 


465 


1149 


170^ 
i tyj 




784 3950 


466 


1150 


1704 


23 yz 


790 10584 


467 


1151 


17QS 
i /yj 


77Q1 


784 2612 


468 


1152 


1706 


Zjy4 


787 2965 


469 


1153 


1707 

1/7/ 


710^ 


787 2965 


470 


1154 


170R 
i tyo 


77Q< 

zjyo 


787 8641 


471 


1155 


1700 
i / yy 


7107 

Lyy 1 


785 3774 


472 


1156 








473 


1157 




z^yo 


784 8542 


474 


1158 


1801 


7*1.00 


70/1 OCilO 

784 8542 


475 


1159 








476 


1160 


1R07 


7/iaa 
Z4UU 


790 13566 


477 j 


1161 


IRftl 


7AA1 
Z4UI 


785 410 


478 


1162 








479 


1163 


1R04 

lOV/t 


74A7 
Z4UZ 


784_5054 


480 


1164 








481 


1165 




Z4v:> 


785 3036 


482 


1166 


1806 


7/1 A/1 
Z*fU4 


789 4683 


483 


1167 








484 


1168 


1R07 
A ou / 


7AA* 
Z4UD 


TOM ^OIZT 

784 68 16 


485 


1169 


1RflR 

lOUO 


Z4U0 


784 5981 


486 


1170 


IRAQ 

10U7 


7/1A7 
Z4U/ 


HOC OA*70 

785 3078 


487 


1171 


iRm 

1Q1U 


Z4U8 


784 2586 


488 


1172 


1R1 1 

101 i 


7/f AO 

Z4uy 


784 6539 


489 


1173 


1 R17 
101Z 


Z410 


784 6539 


490 


1174 


1813 


2411 


784 6539 


491 


1175 


1814 


2412 


784 8016 


492 


1176 


1815 


2413 


787J0370 


493 


1177 


1816 


2414 


784 5450 


494 


1178 


1817 


2415 


787 7533 


495 


1179 


1818 


2416 


785 3119 


496 


1180 


1819 


2417 


785 3120 


497 


1181 


1820 


2418 


785 3122 


498 


1182 


1821 


2419 


784 9756 


499 


1183 


1822 


2420 


784 4843 


500 


1184 


1823 


2421 


784 441 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 
nucleotide 


full-length 
peptide 


contig nucleotide 
sequence 


contig peptide 
sequence 


Priority Application 
that contig nucleotide 


sequence 


sequence 






sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


501 


1185 


1824 


2422 


784 1095 


502 


1186 


1825 


2423 


784 1066 


503 


1187 


1826 


2424 


785 206 


504 


1188 


1827 


2425 


784 4128 


505 


1189 


1828 


2426 


784 4128 


506 


1190 


1829 


2427 


784 4128 


507 


1191 


1830 


2428 


790 27336 


508 


1192 








509 


1193 


1831 


2429 


784_2678 


510 


1194 


1832 


2430 


784 3456 


511 


1195 








512 


1196 


1833 


2431 


785^582 


513 


1197 








514 


1198 


1834 


2432 


789 4888 


515 


1199 


1835 


2433 


789 4172 


516 


1200 


1836 


2434 


784^9397 


517 


1201 








518 


1202 


1837 


2435 


784 1307 


519 


1203 


1838 


2436 


789 5903 


520 


1204 


1839 


2437 


784 9886 


521 


1205 


1840 


2438 


784 2293 


522 


1206 


1841 


2439 


784 5604 


523 


1207 


1842 


2440 


784 7569 


524 


1208 








525 


1209 


1843 


2441 


784„9399 


526 


1210 


1844 


2442 


784 5253 


527 


1211 


1845 


2443 


784 8932 


528 


1212 


1846 


2444 


784 7850 


529 


1213 


1847 


2445 


787 10375 


530 


1214 


1848 


2446 


792 2784 


531 


1215 


1849 


2447 


784 2550 


532 


1216 


1850 


2448 


784 3066 


533 


1217 


1851 


2449 


785 2240 


534 


1218 


1852 


2450 


785 76 


535 


1219 


1853 


2451 


792 6297 


536 


1220 








537 


1221 


1854 


2452 


792 1062 


538 


1222 


1855 


2453 


784 9474 


539 


1223 








540 


1224 








541 


1225 


1856 


2454 


784 3898 


542 


1226 


1857 


2455 


784 4445 


543 


1227 


1858 


2456 


784 9615 


544 


1228 


1859 


2457 


784 10126 


545 


1229 


1860 


2458 


784__9880 


546 


1230 








547 


1231 


1861 


2459 


785 3774 


548 


1232 


1862 


2460 


785 3774 


549 


1233 


1863 


2461 


785 3774 


550 


1234 


1864 


2462 


784 1315 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ m NO: of 


Identification of 


full-length 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


551 


1235 








552 


1236 


1865 


2463 


790 16605 


553 


1237 


1866 


2464 


784 2311 


554 


1238 


1867 


2465 j 


787 8252 


555 


1239 


1868 


2466 


784 5605 


556 


1240 


1869 


2467 


784 3824 


557 


1241 








558 


1242 


1870 


2468 


785 3563 


559 


1243 


1871 


2469 


790 20271 


560 


1244 








561 


1245 








562 


1246 


1872 


2470 


790 5164 


563 


1247 


1873 


2471 


785 3680 


564 


1248 


1874 


2472 


784 2988 


565 


1249 


1875 


2473 


787 4774 


566 


1250 








567 


1251 


1876 


2474 


784 9364 


568 


1252 


1877 


2475 


784 9364 


569 


1253 


1878 


2476 


784 8765 


570 


1254 








571 


1255 


1879 


2477 


790 12841 


572 


1256 


1880 


2478 


787 4398 


573 


1257 


1881 


2479 


787_4398 


574 


1258 








575 


1259 








576 


1260 


1882 


2480 


788 12600 


577 


1261 


1883 


2481 


790 16405 


578 


1262 


1884 


2482 


787_7025 


579 


1263 








580 


1264 


1885 


2483 


784 4168 


581 


1265 


1886 


2484 


790 26483 


582 


1266 


1887 


2485 


790 26483 


583 


1267 








584 


1268 


1888 


2486 


790 2440 


585 


1269 




• 




586 


1270 


1889 


2487 


784J755 


587 


1271 








588 


1272 


1890 


2488 


790 21097 


589 


1273 










1274 


1891 


2489 


787 4393 


591 


1275 


1892 


2490 


784 3590 


592 


1276 


1893 


2491 


787 933 


593 


1277 


1894 


2492 


790 8149 


594 


1278 








595 


1279 


1895 


2493 


787_6126 


596 


1280 


1896 


2494 


785_3201 


597 


1281 


1897 


2495 


784 360 


598 


1282 


1898 


2496 


784 360 


599 


1283 


1899 


2497 


784_360 


600 


1284 


1900 


2498 


784 270 
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TABLE 9 



SEQ ID NO: of 

full-length 

nucleotide 


SEQ ID NO: of 

full-length 

peptide 


SEQ ID NO: of 
contig nucleotide * 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 


sequence 


sequence 






sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


601 


1285 


1901 


2499 


784 5003 


602 


1286 


1902 


2500 


784 6919 


603 


1287 


1903 


2501 I 


790 27941 


604 


1288 


1904 


2502 


790J9516 


605 


1289 


1905 


2503 


785J001 


606 


1290 








607 


1291 


1906 


2504 


784 1320 


608 


1292 


1907 


2505 


785 3606 


609 


1293 


1908 


2506 


785_3606 


610 


1294 


1909 


2507 


784^8851 


611 


1295 








612 


1296 


1910 


2508 


792 4796 


613 


1297 


1911 


2509 


787J962 


614 


1298 


1912 


2510 


787 1962 


615 


1299 








616 


1300 


1913 


2511 


791 4419 


617 


1301 


1914 


2512 


784_287 


618 


1302 


1915 


2513 


784 287 


619 


1303 








620 


1304 


1916 


2514 


784 4933 


621 


1305 


1917 


2515 


784_4933 


622 


1306 








623 


1307 


1918 


2516 


784 1318 


624 


1308 


1919 


2517 


784 3284 


625 


1309 


1920 


2518 


784 3284 


626 


1310 


1921 


2519 


784 915 


627 


1311 


1922 


2520 


784 7261 


628 


1312 


1923 


2521 


784 5106 


629 


1313 


1924 


2522 


785 598 


630 


1314 


1925 


2523 


787 4996 


631 


1315 


1926 


2524 


785 1259 


632 


1316 


1927 


2525 


785 1259 


633 


1317 


1928 


2526 


792 4498 


634 


1318 








635 


1319 


1929 


2527 


784 4291 


636 


1320 


1930 


2528 


784 4291 


637 


1321 


1931 


2529 


784_7003 


638 


1322 


1932 


2530 


784 7701 


639 


1323 


1933 


2531 


784 7701 


640 


1324 


1934 


2532 


784^2330 [ 


641 


1325 


1935 


2533 


789 6254 


642 


1326 


1936 


2534 


789 6254 


643 


1327 


1937 


2535 


785 2282 


644 


1328 


1938 


2536 


790 23335 


645 


1329 








646 


1330 


1939 


2537 


785 2954 


647 


1331 








648 


1332 








649 


1333 








650 


1334 
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TABLE 9 



SEQ ID NO: of 


SEQ ED NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 
nucleotide 


full-length 
peptide 


contig nucleotide 
sequence 


contig peptide 
sequence 


Priority Application 
that contig nucleotide 


sequence 


sequence 






sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


651 


1335 


1940 


2538 


784 3290 


652 


1336 


1941 


2539 


784 1408 


653 


1337 


1942 


2540 


784 5274 


654 


1338 








655 


1339 








656 


1340 








657 


1341 


1943 


2541 


790 26963 


658 


1342 








659 


1343 


1944 


2542 


787 2980 


660 


1344 


1945 


2543 


784_4818 


661 


1345 


1946 


2544 


784 5145 


662 


1346 


1947 


2545 


784^9169 


663 


1347 


1948 


2546 


785 1586 


664 


1348 


1949 


2547 


784 1600 


665 


1349 


1950 


2548 


784 9629 


666 


1350 


1951 


2549 


784 9248 


667 


1351 


1952 


2550 


787 7062 


668 


1352 


1953 


2551 


784 7286 


669 


1353 








670 


1354 


1954 


2552 


785 254 


671 


1355 


1955 


2553 


784 8867 


672 


1356 


1956 


2554 


784 7020 


673 


1357 


1957 


2555 


784 7020 


674 


1358 


1958 


2556 


788 1533 


675 


1359 


1959 


2557 


787 2028 


676 


1360 


1960 


2558 


785 2715 


677 


1361 


1961 


2559 


784 6946 


678 


1362 


1962 


2560 


784 6946 


679 


1363 


1963 


2561 


784 935 


680 


1364 


1964 


2562 


784J103 


681 


1365 








682 


1366 


1965 


2563 


784 1601 


683 


1367 


1966 


2564 


785_122 


684 


1368 









784JCXX = SEQ ID NO: XXX of Attorney Docket No. 784, US Serial No. 09/488,725 filed 01/21/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 784CIP, US 
Application Serial No. 09/552,317, filed April 25, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 784CIP3A/PCT, PCT Serial No. PCT/US00/35017 filed 
December 22, 2000, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

785_XXX = SEQ ID NO: XXX of Attorney Docket No. 785, US Serial No. 09/491,404 filed 01/25/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 785CIP3/PCT, PCT 
Serial No. PCT/US01/02623 filed January 25, 2001, which is incorporated herein by reference in its entirety, 
including Tables, and Sequence Listing. 
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787_XXX • SEQ ID NO: XXX of Attorney Docket No. 787, US Serial No. 09/496,914 filed 02/03/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 787CIP, US 
Application Serial No. 09/560,875, filed April 27, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 787CIP3/PCT, PCT Serial No. PCT/US0 1/03 800 filed 
February 5, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

788_XXX = SEQ ID NO: XXX of Attorney Docket No. 788, US Serial No. 09/5 15,126 filed 02/28/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 788CIP, US 
Application Serial No. 09/577,409, filed May 18, 2000, which in turn is a parent application of continuation-in- 
part application bearing Attorney Docket No. 788CIP3/PCT, PCT Serial No. PCT/US0 1/04927 filed February 
26, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

789_XXX = SEQ ID NO: XXX of Attorney Docket No. 789, US Serial No. 09/5 19,705 filed 03/07/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 789CIP, US 
Application Serial No. 09/574,454, filed May 19, 2000, which in turn is a parent application of continuation-in- 
part application bearing Attorney Docket No. 789CIP3/PCT, PCT Serial No. PCT/USO 1/04941 filed March 5, 
2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

790JCXX = SEQ ID NO: XXX of Attorney Docket No. 790, US Serial No. 09/540,217 filed 03/31/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 790CIP, US 
Application Serial No. 09/649,167, filed August 23, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 790CIP3/PCT, PCT Serial No. PCT/USO 1/0 8631 filed March 
30, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

791_XXX = SEQ ID NO: XXX of Attorney Docket No. 791, US Serial No. 09/552,929 filed 04/18/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 791C1P, US 
Application Serial No. 09/770,160, filed January 26, 2001, which in turn is a parent application of 
continuation-in-part application bearing Attorney Docket No. 791CIP3/PCT, PCT Serial No. PCI7US01/8656 
filed Aprill8, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

792JCXX = SEQ ID NO: XXX of Attorney Docket No. 792, US Serial No. 09/577,408 filed 05/18/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing 792CIP3/PCT, PCT Serial No. 
PCT/US01/14827 filed May 16, 2001, which is incorporated herein by reference in its entirety, including 
Tables, and Sequence Listing. 



